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A 

Doc. Ref- FP56 (7 of 7) 

Appl- No. 10/553,685 , 

20 25 30 

Arg Arg lie Glu Glu Leu Asn Lys Thr Ala Ser Gly Asn Val Glu Ala 
35 40 45 

Lys Val Val Cys Phe Tyr Arg Arg Arg Asp lie Ser Asn Thr Leu lie 
50 55 60 

Met Leu Ala Asp Lys His Ala Lys Glu He Glu Glu Glu Ser Glu Thr 

65 70 75 80 

Thr Val Glu Ala Asp Leu Thr Asp Lys Gin Lys His Gin Leu Lys His 

85 90 95 

Arg Glu Leu Phe Leu Ser Arg Gin Tyr Glu Ser Leu Pro Ala Thr His_ 

100 105 110 

lie Arg Gly Lys Cys Ser Val Ala Leu Leu Asn Glu Thr Glu Ser Val 
115 120 125 

Leu Ser Tyr Leu Asp Lys Glu Asp Thr Phe Phe Tyr Ser Leu Val Tyr 
130 135 140 

Asp Pro Ser Leu Lys Thr Leu Leu Ala Asp Lys Gly Glu lie Arg Val 

145 150 155 160 

Gly Pro Arg Tyr Gin Ala Asp lie Pro Glu Met Leu Leu Glu Gly Glu 

165 170 175 

Ser Asp Glu Arg Glu Gin Ser Lys Leu Glu Val Lys Val Trp Asp Pro 
180 185 190 

Asn Ser Pro Leu Thr Asp Arg Gin lie Asp Gin Phe Leu Val Val Ala 
195 200 205 

Arg Ala Val Gly Thr Phe Ala Arg Ala Leu Asp Cys Ser Ser Ser Val 
210 215 220 

Arg Gin Pro Ser Leu His Met Ser Ala Ala Ala Ala Ser Arg Asp lie 

225 230 235 240 

Thr Leu Phe His Ala Met Asp Thr Leu Tyr Arg His Ser Tyr Asp Leu 

245 250 255 

Ser Ser Ala lie Ser Val Leu Val Pro Leu Gly Gly Pro Val Leu Cys 
260 265 270 

Arg Asp Glu Met Glu Glu Trp Ser Ala Ser Glu Ala Ser Leu Phe Glu 
275 280 285 

Glu Ala Leu Glu Lys Tyr Gly Lys Asp Phe Asn Asp lie Arg Gin Asp 
290 295 300 

Phe Leu Pro Trp Lys Ser Leu Thr Ser lie lie Glu Tyr Tyr Tyr Met 

305 310 315 320 

Trp Lys Thr Thr Asp Arg Tyr Val Gin Gin Lys Arg Leu Lys Ala Ala 

325 330 335 

Glu Ala Glu Ser Lys Leu Lys Gin val Tyr lie Pro Thr Tyr Ser Lys 
340 345 350 

Pro Asn Pro Asn Gin lie Ser Thr Ser Asn Gly Lys Pro Gly Ala Val 
355 360 365 

Asn Gly Ala Val Gly Thr Thr Phe Gin Pro Gin Asn Pro Leu Leu Gly 
370 375 380 

Arg Ala Cys Glu Ser Cys Tyr Ala Thr Gin Ser His Gin Trp Tyr Ser 

385 390 395 400 

Trp Gly Pro Pro Asn Met Gin Cys Arg Leu Cys Ala lie Cys Trp Leu 

405 410 415 

Tyr Trp Lys Lys Tyr Gly Gly Leu Lys Met Pro Thr Gin Ser Glu Glu 
420 425 430 

Glu Lys Leu Ser Pro Ser Pro Thr Thr Glu Asp Pro Arg Val Arg Ser 
435 440 445 

His Val Ser Arg Gin Ala Met Gin Gly Met Pro Val Arg Asn Thr Gly 
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450 





455 




Ala 

460 





Ser 

Pro 

Lys 

Ser 

Ala 

Val 

Lys 

Thr 

Arg 

Gin 

Phe 

Phe 

Leu 

His 

Thr 

465 





470 





475 





480 

Thr 

Tyr 

Phe 

Thr 

Lys 

Phe 

Ala 

Arg 

Gin 

Val 

Cys 

Lys 

Asn 

Thr 

Leu 

Arg 





485 





490 





495 


Leu 

Arg 

Gin 

Ala 

Ala 

Arg 

Arg 

Pro 

Phe 

Val 

Ala 

lie 

Asn 

Tyr Ala 

Ala 




500 





505 





510 



He 

Arg 

Ala 

Glu 

Tyr 

Ala 

Asp 

Arg 

His 

Ala 

Glu 

Leu 

Ser 

Gly Ser 

Pro 



515 





520 





525 




Leu 

Lys 

Ser 

Lys 

Ser 

Thr 

Arg 

Lys 

Pro 

Leu 

Ala 

Cys 

lie 

He Gly 

Tyr 


530 





535 





54 0 





Leu 

Glu 

lie 

His 

Pro 

Ala 

Lys 

Lys 

Pro 

Asn 

Val 

lie 

Arg 

Ser 

Thr 

Pro 

545 





550 





555 





560 

Ser 

Leu 

Gin 

Thr 

Pro 

Thr 

Thr 

Lys 

Arg 

Met 

Leu 

Thr 

Thr 

Pro 

Asn 

His 





565 





570 





575 


Thr 

Ser 

Leu 

Ser 

lie 

Leu 

Gly 

Lys 

Arg 

Asn 

Tyr 

Ser 

His 

His 

Asn 

Gly 




580 





585 





590 



Leu 

Asp 

Glu 

Leu 

Thr 

Cys 

Cys 

Val 

Ser 

Asp 









595 





600 










<210> 5493 
<2I1> 6538 
<212> DNA 


<213> Homo 
<400> 5493 

sapiens 





nncttcctga 

60 

ctcctcctgc 

120 

ccggcgcgcg 

cagcctgctg 

ccgcggtcag 

cgcctgctcc 

tgctcctccg 

gcggggtgct 

gaaacagccc 

ggggaagtag 

agccgcctcc 

ggggagccca 

accagccgaa 

180 

cgccgccggc 

gtcagcagcc 

ttgcgcggcc 

acagcatgac 

cgctcgcggc 

ctggcccttg 

240 

gcctcctcct 

gctgctactg 

tgtccagcgc 

aggtgttttc 

acagtcctgt 

gtttggtatg 

300 

gagagtgtgg 

aattgcatat 

ggggacaaga 

ggtacaattg cgaatattct 

ggcccaccaa 

360 

aaccattgcc 

aaaggatgga 

tatgacttag 

tgcaggaact 

ctgtccagga 

ttcttctttg 

420 

gcaatgtcag 

tctctgttgt 

gatgttcggc 

agcttcagac 

actaaaagac 

aacctgcagc 

480 

tgcctctaca 

gtttctgtcc 

agatgtccat 

cctgttttta 

taacctactg 

aacctgtttt 

540 

gtgagctgac 

atgtagccct 

cgacagagtc 

agtttttgaa 

tgttacagct 

actgaagatt 

600 

atgttgatcc 

tgttacaaac 

cagacgaaaa 

caaatgtgaa 

agagttacaa 

tactacgtcg 

660 

gacagagttt 

tgccaatgca 

atgtacaatg 

cctgccggga 

tgtggaggcc 

ccctcaagta 

720 

atgacaaggc 

cctgggactc 

ctgtgtggga 

aggacgctga 

cgcctgtaat 

gccaccaact 

780 

ggattgaata 

catgttcaat 

aaggacaatg 

gacaggcacc 

ttttaccatc 

actcctgtgt 

840 

tttcagattt 

tccagtccat 

gggatggagc 

ccatgaacaa 

tgccaccaaa 
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ggctgtgacg agtctgtgga tgaggtcaca 
900 

gtctgtggcc ccaagcccca gcccccacct 
960 

gacgccatgt atgtcatcat gtggatcacc 
1020 

gcattttttg cagtgtggtg ctacagaaaa 
1080 

gatagcaata tagctttttc tgttaatgca 
1140 

cctgtcagcg cagcatttga gggctgcttg 
1200 

tgcgtccgaa accctggctg tgtcattttc 
1260 

tcaggcctgg tgtttgtccg ggtcacaacc 
1320 

agccaggctc gcctggaaaa agagtacttt 
1380 

gagcagctca tcatccgggc ccctctcact 
1440 

ggagctgatg taccctttgg acctccgctt 
1500 

ttacaaatag ccatcgaaaa cattactgcc 
1560 

gacatctgct tggcccctct ttcaccgtat 
1620 

aattacttcc agaacagcca ttccgtgctg 
1680 

tatgccgatt accacacgca ctttctgtac 
1740 

acaagtttgc tccatgaccc ttgtctgggt 
1800 

gtgttgggag gctatgatga tcaaaactac 
1860 

cctgtcaata attactataa tgatacagag 
1920 

gagtttatta attttgtgaa aaactacaag 
1980 

gaacgaagta ttgaagatga actaaatcgt 
2040 

attagctatg ccatcatgtt tctatatatt 
2100 

cgcaggcttc tggtggattc gaaggtctca 
2160 

agctcggtgg cttgctcctt gggtgtcttc 
2220 

gtgattgaag tcatcccgtt cctggtgctg 
2280 

gtgcaggcct accagagaga tgaacgtctt 
2340 

agggtcctag gagaagtggc tcccagtatg 
2400 

tttttcttag gagcattgtc cgtgatgcca 
2460 


gcaccatgta gctgccaaga ctgctctatt 
cctcctgctc cctggacgat ccttggcttg 
tacatggcgt ttttgcttgt gttttttgga 
cggtattttg tctccgagta cactcccatc 
agtgacaaag gagaggcgtc ctgctgtgac 
aggcggctgt tcacacgctg ggggtctttc 
ttctcgctgg tcttcattac tgcgtgttcg 
aatccagttg acctctggtc agcccccagc 
gaccagcact ttgggccttt cttccggacg 
gacaaacaca tttaccagcc atacccttcg 
gacatacaga tactgcacca ggttcttgac 
tcttatgaca atgagactgt gacacttcaa 
aacacgaact gcaccatttt gagtgtgtta 
gaccacaaga aaggggacga cttctttgtg 
tgcgtacggg ctcctgcctc tctgaatgat 
acgtttggtg gaccagtgtt cccgtggctt 
aataacgcca ctgcccttgt gattaccttc 
aagctccaga gggcccaggc ctgggaaaaa 
aatcccaatc tgaccatttc cttcactgct 
gaaagtgaca gtgatgtctt caccgttgta 
tccctagcct tggggcacat caaaagctgt 
ctaggcatcg cgggcatctt gatcgtgctg 
agctacattg ggttgccctt gaccctcatt 
gctgttggag tggacaacat cttcattctg 
caaggggaaa ccctggatca gcagctgggc 
ttcctgtcat ccttttctga gactgtagca 
gccgtgcaca ccttctctct ctttgcggga 
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ttggcagtct tcattgactt 
2520 

gacattaaac gtcaagagaa 
2580 

gatggaacaa gcgtccaggc 
2640 

tctccacttc tgctaaagga 
2700 

ctgtcattca gcatcgcagt 
2760 

atgccagatg actcctacat 
2820 

ggtccgcctg tgtactttgt 
2880 

aacatggtgt gcggcggcat 
2940 

gcggcgcagc tggacaatta 
3000 

tatttcgact gggtgaagcc 
3060 

ttctgcaatg cttcagtggt 
3120 

ggcaaacaga ggcctcaggg 
3180 

aaccctaacc ccaagtgtgg 
3240 

ctccttggcc atggcaccag 
3300 

cagacctctg ctgactttat 
3360 

accgaaacca tgggcattaa 
3420 

gtcttctacg aacagtacct 
3480 

ctgggcgcga tatttctggt 
3540 

atcatgtgtg ccaccatcgc 
3600 

ggcatcagtc tgaacgctgt 
3660 

gagttctgca gccacataac 
3720 

cgcgcggaag aggcacttgc 
3780 

aaatttggag ggattgtggt 
3840 

ttcaggatgt atttggccat 
3900 

gtcttactca gttacatagg 
3960 

cgatacaaag gaacagagcg 
4020 

tgactgaact gtgtctaagg 
4080 


tcttctgcag attacctgtt 
aaatcggcta gacatctttt 
ctcagagagc tgtttgtttc 
ctggatgaga ccaattgtga 
cctgaacaaa gtagatattg 
ggtggattat ttcaaatcca 
cctggaggaa gggcacgact 
gggctgcaac aatgattccc 
tacccgaata ggcttcgccc 
acagtcgtct tgctgtcgag 
tgaccctgcc tgcgttcgct 
gggagacttc atgagattcc 
caaaggggga catgctgcct 
ggtcggagcc acgtacttca 
tgacgctctg aagaaagccc 
cggcagtgcc taccgagtat 
gaccatcatt gacgacacta 
gaccatggtc ctcctgggct 
catggtcttg gtcaacatgt 
atccttggtc aacctggtga 
cagagcgttc acggtgagca 
ccacatgggc agctccgtgt 
gttggctttt gccaaatctc 
ggtcttactg ggagccactc 
gccatcagta aataaagcca 
cgaacggctt ctaaatttct 
gtcggtcggt ttaccactgg 


tcgtgagtct cttggggtta 
gctgtgtcag aggtgctgaa 
gcttcttcaa aaactcctat 
tagcaatatt tgtgggtgtt 
gattggatca gtctctttcg 
tcagtcagta cctgcatgcg 
ac'acttcttc caaggggcag 
tggtgcagca gatatttaac 
cctcgtcctg gatcgacgat 
tggacaatat cactgaccag 
gcaggcctct gactccggga 
tgcccatgtt cctttcggat 
atagttctgc agttaacatc 
tgacctacca caccgtgctg 
gacttatagc cagtaatgtc 
ttccttacag tgtgttttat 
tcttcaacct cggtgtgtcc 
gtgagctctg gtctgcagtc 
ttggagttat gtggctctgg 
tgagctgtgg catctccgtg 
tgaaaggcag ccgcgtggag 
tcagtggaat cacacttaca 
aaattttcca gatattctac 
acggattaat atttctccct 
aaagttgtgc cactgaagag 
agccctctcg cagggcatcc 
acgggtgctg catcggcaag 
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gccaagttga acaccggatg gtgccaacca tcggttgttt ggcagcagct ttgaacgtag 
4140 

cgcctgtgaa ctcaggaatg cacagttgac ttgggaagca gtattactag atctggaggc 
4200 

aaccacagga cactaaactt ctcccagcct cttcaggaaa gaaacctcat tctttggcaa 
4260 

gcaggaggtg acactagatg gctgtgaatg tgatccgctc actgacactc tgtaaaggcc 
4320 

aatcaatgca ctgtctgtct ctccttttag gagtaagcca tcccacaagt tctataccat 
4380 

atttttagtg acagttgagg ttgtagatac actttataac attttatagt ttaaagagct 
4440 

ttattaatgc aataaattaa ctttgtacac atttttatat aaaaaaacag caagtgattt 
450 ° 

cagaatgttg taggcctcat tagagcttgg tctccaaaaa tctgtttgaa aaaagcaaca 
4560 

tgttcttcac agtgttcccc tggtgtgaaa ttggggctcc ctcgcaaacg ctggtttcgc 
4620 

tgttcaaaaa agcggaatat tgtatagaaa agcatgttgt cttcagtctg ctttgcagca 
4680 

tctaaaaatt ttcgtgcaga aatgttgtca tggccaccaa tgccccggat aaaccttaag 
4740 

gcagctaaca cttggtgttt ggaaaggaga acttctacta tttcatcatt tgctgttgaa 
4800 

agtcgcttca gcatgtccag agatagctga tgagcaggag gatagaaact ctctagggat 
4860 

aacagcagac aagccaaagg tttggagtcg ctgaggacgt ggtactgcag gaactgatgc 
4920 

agcatataaa agaggttgtg ctggacaagg gttttgataa caagttcatg taggtaatgc 
4980 

tgtactgcaa tctgaaactg gttaagagaa cgaatgtatt ccatcagcac ggctatcaca 
5040 

aatttatgag gcatctcctt cttttgccga tagtgtttaa atactccgta gaggaagaaa 
5100 

tccacgaagg ctgacaggac atgggtgtac acatctgact ggtccagcac cgcctgggtc 
5160 

cgcaccggcc tcttgaggag cgggctgctt cggctctgcc ctgcttccac cgccatcgca 
5220 

taactctgct cggcatccag gtacttttta tactcatggt tgagtttatc aaaaacagtg 
5280 

gctatcacgg gcagcgatgc tctgtctgac tcacttaaca tctgtgaaca gacagacagg 
5340 

atgaccatct tgcattcctt tctctggagg agaaagtcca tgagtcttcc tttgtctggt 
5400 

aagagattta ctatgggctc aagtttcact tggaggttcc agaggtaacc ttggcttgcg 
5460 

ctgataatga tgtcaggttg aaagacaatc caagatgaag aatagagttt acatggaaca 
5520 

ggagactggc tggtcacggc agcaggacct gtgatgggga tctgataggg ctggatcgat 
5580 

cgagcgggaa gcacggggtg gtggaaggta acggagccgt caaactctcc ccgtaacttg 
5640 

atatcgaata ttaccgatgt ctctgtatcc tgatgatgca cgactaccag gttgtccacc 
5700 
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acgttcaggg caaactttcc cgtcctattt 
5760 

ccttctcgtg gtagatgata gaggaccacc 
5820 

tgatgcctca agaagagaac atacagctgc 
5880 

tcggaaaggc tgggtttagt tgacttaggc 
5940 

agcttcgaca tagtgccagc cctaaagtga 
6000 

gtagacagca agatcacggc gctctcgggg 
6060 

tggctcttca agagtttcag actccgtttc 
6120 

tgatctgtta tgaagacaat ttcagttgaa 
6180 

ttcttagtct tgcactcctg tgtgtattcc 
6240 

aaatccacag tctttgaggt cctctgaaca 
6300 

atgcacttca cttctccttt gtcatccatt 
6360 

cctttaacta ccacgccagt agctccacca 
6420 

tcatcgaaga agacgcagtt gacagggttc 
6480 

agctccagat agtagtcctc ctcgcccatg 
6538 

<2 10> 5494 
<211> 1278 
<212> PRT 

<213> Homo sapiens 


<4 00> 5494 


Met 

Thr 

Ala 

Arg 

Gly 

Leu 

Ala 

Leu 

1 




5 




Pro 

Ala 

Gin 

Val 

Phe 

Ser 

Gin 

Ser 




20 





He 

Ala 

Tyr 

Gly 

Asp 

Lys 

Arg 

Tyr 



35 





40 

Lys 

Pro 

Leu 

Pro 

Lys 

Asp Gly 

Tyr 


50 





55 


Gly 

Phe 

Phe 

Phe 

Gly 

Asn 

Val 

Ser 

65 





70 



Gin 

Thr 

Leu 

Lys 

Asp 

Asn 

Leu 

Gin 





85 




Cys 

Pro 

Ser 

Cys 

Phe 

Tyr Asn 

Leu 




100 





Cys 

Ser 

Pro 

Arg 

Gin 

Ser 

Gin 

Phe 



115 





120 

Tyr 

Val 

Asp 

Pro 

val 

Thr 

Asn 

Gin 


130 





135 


Gin 

Tyr 

Tyr 

Val 

Gly 

Gin 

Ser 

Phe 


aacttcaata tgtgcatctt tttacaggca 
tccgctcctg tgctgttgga ggtccgagaa 
ccgtatatgg tagccattgc gatgtctctt 
gcagctggta attcaatctc aaatttgggc 
aaaggctgca ggacattctc caggaccgtg 
cagtacatgt accaattcac attgagattg 
tctggtaata cctggtaaaa ttcgattcct 
ctagtccagc agaatcctag aatgttggca 
agctgggaat tatcagggat aaaattacaa 
gccaatatct tattttctaa ggaaaactta 
ctaaatgaga tgggattcct atcatctggg 
gatcgaacag caaaaacctg cttgttggcc 
gccttctcga actgcaccgg ccgctcgcac 
gcgggcgccg cgcccgcggc gggggccc 


Gly 

Leu 

Leu 

Leu 

Leu 

Leu 

Leu Cys 


10 





15 


Cys 

Val 

Trp 

Tyr 

Gly 

Glu 

Cys 

Gly 

25 





30 



Asn 

Cys 

Glu Tyr 

Ser 

Gly 

Pro 

Pro 





45 




Asp 

Leu 

Val 

Gin 

Glu 

Leu 

Cys 

Pro 




60 





Leu 

Cys 

Cys 

Asp 

Val 

Arg 

Gin 

Leu 



75 





80 

Leu 

Pro 

Leu 

Gin 

Phe 

Leu 

Ser Arg 


90 





95 


Leu 

Asn 

Leu 

Phe 

Cys 

Glu 

Leu 

Thr 

105 





110 



Leu 

Asn 

Val 

Thr 

Ala 

Thr 

Glu Asp 





125 




Thr 

Lys 

Thr 

Asn 

Val 

Lys 

Glu 

Leu 




140 





Ala 

Asn 

Ala 

Met 

Tyr 

Asn 

Ala 

Cys 
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145 




150 





155 





160 

Arg 

Asp 

Val 

Glu Ala 

Pro 

Ser 

Ser 

Asn 

Asp 

Lys 

Ala 

Leu Gly 

Leu 

Leu 




165 





170 





175 


Cys 

Gly 

Lys 

Asp Ala 

Asp 

Ala 

Cys 

Asn 

Ala 

Thr 

Asn 

Trp 

lie 

Glu 

Tyr 




180 




185 





190 



Met 

Phe 

Asn 

Lys Asp 

Asn 

Gly 

Gin 

Ala 

Pro 

Phe 

Thr 

lie 

Thr 

Pro 

Val 



195 




200 





205 




Phe 

Ser 

Asp 

Phe Pro 

Val 

His 

Gly 

Met 

Glu 

Pro 

Met 

Asn 

Asn 

Ala 

Thr 


210 




215 





220 





Lys 

Gly 

Cys 

Asp Glu 

Ser 

Val 

Asp 

Glu 

Val 

Thr 

Ala 

Pro 

Cys 

Ser 

Cys 

225 




230 





235 





240 

Gin 

Asp 

Cys 

Ser lie 

Val 

Cys 

Gly 

Pro 

Lys 

Pro 

Gin 

Pro 

Pro 

Pro 

Pro 




245 





250 





255 


Pro 

Ala 

Pro 

Trp Thr 

lie 

Leu 

Gly 

Leu 

Asp 

Ala 

Met 

Tyr Val 

lie 

Met 




260 




265 





270 



Trp 

lie 

Thr 

Tyr Met 

Ala 

Phe 

Leu 

Leu 

Val 

Phe 

Phe 

Gly Ala 

Phe 

Phe 



275 




280 





285 




Ala 

Val 

Trp 

Cys Tyr 

Arg 

Lys 

Arg 

Tyr 

Phe 

Val 

Ser 

Glu 

Tyr 

Thr 

Pro 


290 




295 





300 





He 

Asp 

Ser 

Asn lie 

Ala 

Phe 

Ser 

Val 

Asn 

Ala 

Ser 

Asp 

Lys 

Gly 

Glu 

305 




310 





315 





320 

Ala 

Ser 

Cys 

Cys Asp 

Pro 

Val 

Ser 

Ala 

Ala 

Phe 

Glu 

Gly Cys 

Leu 

Arg 




325 





330 





335 


Arg 

Leu 

Phe 

Thr Arg 

Trp 

Gly 

Ser 

Phe 

Cys 

Val 

Arg 

Asn 

Pro 

Gly 

Cys 




340 




345 





350 



Val 

lie 

Phe 

Phe Ser 

Leu 

Val 

Phe 

lie 

Thr 

Ala 

Cys 

Ser 

Ser 

Gly 

Leu 



355 




360 





365 




Val 

Phe 

Val 

Arg Val 

Thr 

Thr 

Asn 

Pro 

Val 

Asp 

Leu 

Trp 

Ser 

Ala 

Pro 


370 




375 





380 





Ser 

Ser 

Gin 

Ala Arg 

Leu 

Glu 

Lys 

Glu 

Tyr 

Phe 

Asp 

Gin 

His 

Phe 

Gly 

385 




390 





395 





400 

Pro 

Phe 

Phe 

Arg Thr 

Glu 

Gin 

Leu 

lie 

lie 

Arg 

Ala 

Pro 

Leu 

Thr 

Asp 




405 





410 





415 


Lys 

His 

lie 

Tyr Gin 

Pro 

Tyr 

Pro 

Ser 

Gly 

Ala 

Asp 

Val 

Pro 

Phe 

Gly 




420 




425 





430 



Pro 

Pro 

Leu 

Asp lie 

Gin 

lie 

Leu 

His 

Gin 

Val 

Leu 

Asp 

Leu 

Gin 

lie 



435 




440 





445 




Ala 

lie 

Glu 

Asn lie 

Thr 

Ala 

Ser 

Tyr 

Asp 

Asn 

Glu 

Thr 

Val 

Thr 

Leu 


450 




455 





460 





Gin 

Asp 

lie 

Cys Leu 

Ala 

Pro 

Leu 

Ser 

Pro 

Tyr 

Asn 

Thr 

Asn 

Cys 

Thr 

465 




470 





475 





480 

lie 

Leu 

Ser 

Val Leu 

Asn 

Tyr 

Phe 

Gin 

Asn 

Ser 

His 

Ser 

Val 

Leu 

Asp 




485 





490 





495 


His 

Lys 

Lys 

Gly Asp 

Asp 

Phe 

Phe 

Val 

Tyr 

Ala 

Asp 

Tyr 

His 

Thr 

His 




500 




505 





510 



Phe 

Leu 

Tyr 

Cys Val 

Arg 

Ala 

Pro 

Ala 

Ser 

Leu 

Asn 

Asp Thr 

Ser 

Leu 



515 




520 





525 




Leu 

His 

Asp 

Pro Cys 

Leu 

Gly 

Thr 

Phe 

Gly 

Gly 

Pro 

Val 

Phe 

Pro 

Trp 


530 




535 





540 





Leu 

Val 

Leu 

Gly Gly 

Tyr 

Asp 

Asp 

Gin 

Asn 

Tyr 

Asn 

Asn 

Ala 

Thr 

Ala 

545 




550 





555 





560 

Leu 

val 

lie 

Thr Phe 

Pro 

Val 

Asn 

Asn 

Tyr 

Tyr 

Asn 

Asp 

Thr 

Glu 

Lys 




56 5 





570 





575 


Leu 

Gin 

Arg 

Ala Gin 

Ala 

Trp 

Glu 

Lys 

Glu 

Phe 

lie 

Asn 

Phe 

Val 

Lys 
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580 

Asn Ty r Lys Asn Pro Asn Leu Thr 
595 600 
He Glu Asp Glu Leu Asn Arg Glu 
610 615 

Val lie Ser Tyr Ala lie Met Phe 
625 630 

His lie Lys Ser Cys Arg Arg Leu 
645 


585 590 

lie Ser Phe Thr Ala Glu Arg Ser 
605 

Ser Asp Ser Asp Val Phe Thr Val 
620 

Leu Tyr lie Ser Leu Ala Leu Gly 
635 640 

Leu Val Asp Ser Lys Val Ser Leu 
650 655 


Gly He Ala Gly lie Leu lie Val Leu Ser Ser Val Ala Cys Ser Leu 
660 665 670 

Gly Val Phe Ser Tyr lie Gly Leu Pro Leu Thr Leu lie Val lie Glu 
675 680 685 

Val lie Pro Phe Leu Val Leu Ala Val Gly Val Asp Asn lie Phe lie 


690 695 

Leu Val Gin Ala Tyr Gin Arg Asp 
705 710 

Asp Gin Gin Leu Gly Arg Val Leu 
725 

Leu Ser Ser Phe Ser Glu Thr Val 
740 

Val Met Pro Ala Val His Thr Phe 
755 760 

Phe He Asp Phe Leu Leu Gin lie 
770 775 

Leu Asp lie Lys Arg Gin Glu Lys 
785 790 

Val Arg Gly Ala Glu Asp Gly Thr 
805 

Leu Phe Arg Phe Phe Lys Asn Ser 
820 

Trp Met Arg Pro lie Val lie Ala 
835 840 

Ser lie Ala Val Leu Asn Lys Val 
850 855 

Ser Met Pro Asp Asp Ser Tyr Met 
865 870 

Gin Tyr Leu His Ala Gly Pro Pro 
885 

His Asp Tyr Thr Ser Ser Lys Gly 
900 

Gly Cys Asn Asn Asp Ser Leu Val 
915 920 

Leu Asp Asn Tyr Thr Arg lie Gly 
930 935 

Asp Tyr Phe Asp Trp Val Lys Pro 
945 950 

Asn lie Thr Asp Gin Phe Cys Asn 
965 

Val Arg Cys Arg Pro Leu Thr Pro 
980 


700 

Glu Arg Leu Gin Gly Glu Thr Leu 
715 720 

Gly Glu Val Ala Pro Ser Met Phe 
730 735 

Ala Phe Phe Leu Gly Ala Leu Ser 
745 750 

Ser Leu Phe Ala Gly Leu Ala Val 
765 

Thr Cys Phe Val Ser Leu Leu Gly 
780 

Asn Arg Leu Asp lie Phe Cys Cys 
795 800 

Ser Val Gin Ala Ser Glu Ser Cys 
810 815 

Tyr Ser Pro Leu Leu Leu Lys Asp 
825 830 

lie Phe Val Gly Val Leu Ser Phe 
845 

Asp lie Gly Leu Asp Gin Ser Leu 
860 

Val Asp Tyr Phe Lys Ser lie Ser 
875 880 

Val Tyr Phe Val Leu Glu Glu Gly 
890 895 

Gin Asn Met Val Cys Gly Gly Met 
905 910 

Gin Gin lie Phe Asn Ala Ala Gin 
925 

Phe Ala Pro Ser Ser Trp lie Asp 
940 

Gin Ser Ser Cys Cys Arg Val Asp 
955 960 

Ala Ser Val Val Asp Pro Ala Cys 
970 975 

Gly Gly Lys Gin Arg Pro Gin Gly 
985 990 


Gly Asp Phe Met Arg Phe Leu Pro Met Phe Leu Ser Asp Asn Pro Asn 
995 1000 1005 

Pro Lys Cys Gly Lys Gly Gly His Ala Ala Tyr Ser Ser Ala Val Asn 
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1010 1015 1020 

lie Leu Leu Gly His Gly Thr Arg Val Gly Ala Thr Tyr Phe Met Thr 

1025 1030 1035 1040 

Tyr His Thr Val Leu Gin Thr Ser Ala Asp Phe lie Asp Ala Leu Lys 

1045 1050 1055 

Lys Ala Arg Leu He Ala Ser Asn Val Thr Glu Thr Met Gly lie Asn 
1060 1065 1070 

Gly Ser Ala Tyr Arg Val Phe Pro Tyr Ser Val Phe Tyr Val Phe Tyr 
1075 1080 1085 

Glu Gin Tyr Leu Thr lie lie Asp Asp Thr lie Phe Asn Leu Gly Val 
1090 1095 1100 

Ser Leu Gly Ala lie Phe Leu Val Thr Met Val Leu Leu Gly Cys Glu 
1105 1110 1115 1120 

Leu Trp Ser Ala Val lie Met Cys Ala Thr lie Ala Met Val Leu Val 
1125 1130 1135 

Asn Met Phe Gly Val Met Trp Leu Trp Gly lie Ser Leu Asn Ala Val 
1140 1145 1150 

Ser Leu Val Asn Leu Val Met Ser Cys Gly lie Ser Val Glu Phe Cys 
1155 1160 1165 

Ser His He Thr Arg Ala Phe Thr Val Ser Met Lys Gly Ser Arg Val 
1170 1175 1180 

Glu Arg Ala Glu Glu Ala Leu Ala His Met Gly Ser Ser Val Phe Ser 

1185 1190 1195 1200 

Gly lie Thr Leu Thr Lys Phe Gly Gly lie Val Val Leu Ala Phe Ala 

1205 1210 1215 

Lys Ser Gin lie Phe Gin lie Phe Tyr Phe Arg Met Tyr Leu Ala Met 
1220 1225 1230 

Val Leu Leu Gly Ala Thr His Gly Leu lie Phe Leu Pro Val Leu Leu 
1235 1240 1245 

Ser Tyr lie Gly Pro Ser Val Asn Lys Ala Lys Ser Cys Ala Thr Glu 
1250 1255 1260 

Glu Arg Tyr Lys Gly Thr Glu Arg Glu Arg Leu Leu Asn Phe 

1265 1270 1275 

<210 > 5495 
<211> 2414 
<212> DNA 

<213 > Homo sapiens 
<400 > 5495 

agacctgcac cgggccaggc aagatggcgg ccatggagac cgagacggcg ccgctgaccc 
60 

tagagtcgct gcccaccgat cccctgctcc tcatcttatc ctttttggac tatcgggatc 
120 

taatcaactg ttgttatgtc agtcgaagac ttagccagct atcaagtcat gatccgctgt 
180 

ggagaagaca ttgcaaaaaa tactggctga tatctgagga agagaaaaca cagaagaatc 
240 

agtgttggaa atctctcttc atagatactt actctgatgt aggaagatac attgaccatt 
300 

atgctgctat taaaaaggcc tgggatgatc tcaagaaata tttggagccc aggtgtcctc 
360 

ggatggtttt atctctgaaa gagggtgctc gagaggaaga cctcgatgct gtggaagcgc 
420 
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agattgggct gcaagtttcc 
480 

gaagttagtt ggttcctggg 
540 

gaagatttgt tagacgtcga 
600 

tactgtctcc ctttaacttt 
660 

gctgcagagg gccgaaacaa 
720 

aatccagctg ctattgacat 
780 

tatgtcaaaa atgttgtatc 
840 

gttcacgatc cagaatgtgt 
900 

tttctgccag aacttagctc 
960 

attgaaatgt caaaagatgc 
1020 

agaataacaa atgctaaggg 
1080 

tttccaatca tcagcccagg 
1140 

acatcaggat acatggaagg 
1200 

tttaatgttg ccattccccg 
1260 

cgattggaaa tgggtcctga 
1320 

gaggaagacg aggatgatga 
1380 

gagagacgga ggagagtctt 
1440 

tagcaagcct tctgctgatg 
1500 

aataatgtaa ataactaaat 
1560 

tttcaggccc tgggttctat 
1620 

gtgtttttga ggtagaggaa 
1680 

agaatagttc tctagctaag 
1740 

aaaatctaga aatggagagg 
1800 

tagagagaaa ctatgtgact 
1860 

aaatgatcaa aatttgtaat 
1920 

cagagaacta attgactaaa 
1980 

ttgaatttaa agtctttatc 
2040 


tggacgatta tcgatgttca 
gttattggga agcatggcac 
tacagctgcc ggaggattcc 
ttgcatacat actggtttga 
aaatgaagtt ttctaccaat 
gtttattata ggtgctactt 
aggtggcttc cccatcatca 
agcaacaact ggggatatta 
tgtacatcca ccccactatt 
acttcctgag aaggcctgtc 
tgacgtggaa gaagttcaag 
tcgggtatat gaatacacaa 
gtattatacc ttccattttc 
attccatatg gcatgtccaa 
tgaatatgaa gagatggaag 
ttcagcagat atggatgaat 
tgatgttccc attcgcagac 
gaagcactag gatgattcta 
tgttctctgc atatagcagg 
gtgacactac attaggaatt 
gaaatgggaa tctttttttt 
gaacggacat acctttgttt 
gaactgtttt gaataaggat 
cattctgtga aaagacttct 
taggctaatc catttagtga 
caacttgaac gctagtggtt 
gctaagacct tgactttaaa 


taccgaattc acaatggaca 
tgtctaatca ctatcgttct 
agcagagaca gggactgaaa 
gtcagtacat agcagtggaa 
gtccagacca aatggctcga 
ttactgactg gtttacctct 
gagaccaaat tttcagatat 
ctgtgtcagt ttccacatcg 
tcttcacata ccgaatcagg 
agttggacag tcgctattgg 
gacctggagt agttggtgaa 
gctgtaccac attctctaca 
tttactttaa agacaagatc 
cattcagggt gtctatagcc 
aagaggagga ggaggaagag 
cagatgaaga tgatgaagag 
gccgctgctc acgccttttt 
ggctgttaaa tagatttctc 
aaaactagca tgaaatattg 
ggaTtgtttg ggtttgcttt 
ctcttccagg agtcagtgga 
taaaatattt tatacttaca 
ttaaaatacc tgcacaagga 
tgcagttgtg agttatttag 
ttcctaatat tttgtactca 
tgtccttaga caatctgtct 
tttttcatca ctacaacctt 
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gaatttaatt tcaggtcttc aacatgatga ccttggattt aatttaaagt cttcaacact 
2100 

atgcgcttta tcatattatt cacagatgca tttttgaaat gtagtatgta aaagtatgta 
2160 

acgtgctgtt tattaacaaa agattgttca caacatctca tgtagtttaa atttgtaaat 
2220 

actgcttctg ttttgtttct cctttataca cttgactgtc tttgtgataa gtgacatgaa 
2280 

ttttatgtta ggattaagta tgttttcctg aaacttggat tttttttgta attatataat 
. 2340 

tgagagttaa gaatgaaatc cttcaagtgt taaaaactca cattttaaaa gcaaattttg 
2400 

gttccaaaaa aaaa 
2414 

<210> 5496 
<211> 345 
<212> PRT 

<213 > Homo sapiens 


<400> 5496 


Met 

Leu Trp 

Lys 

Arg 

Arg 

Leu 

Gly 

Cys 

Lys 

Phe 

Pro 

Gly 

Arg 

Leu 

Ser 

1 




5 





10 





15 


Met 

Phe 

lie 

Pro 

Asn 

Ser 

Gin 

Trp 

Thr 

Glu 

Val 

Ser 

Trp 

Phe 

Leu 

Gly 




20 





25 





30 



Leu 

Leu Gly 

Ser 

Met 

Ala 

Leu 

Ser 

Asn 

His 

Tyr 

Arg 

Ser 

Glu 

Asp 

Leu 



35 





40 





45 




Leu Asp 

Val 

Asp 

Thr 

Ala 

Ala 

Gly 

Gly 

Phe 

Gin 

Gin 

Arg 

Gin 

Gly 

Leu 


50 





55 





60 





Lys 

Tyr Cys 

Leu 

Pro 

Leu 

Thr 

Phe 

Cys 

lie 

His 

Thr 

Gly 

Leu 

Ser 

Gin 

65 





70 





75 





80 

Tyr 

lie 

Ala 

Val 

Glu 

Ala 

Ala 

Glu 

Gly 

Arg 

Asn 

Lys 

Asn 

Glu 

Val 

Phe 




85 





90 





95 


Tyr 

Gin Cys 

Pro Asp 

Gin 

Met 

Ala 

Arg 

Asn 

Pro 

Ala 

Ala 

lie 

Asp 

Met 



100 





105 





110 



Phe 

He 

lie 

Gly Ala 

Thr 

Phe 

Thr 

Asp 

Trp 

Phe 

Thr 

Ser 

Tyr 

Val 

Lys 



115 





120 





125 




Asn 

Val 

Val 

Ser Gly 

Gly 

Phe 

Pro 

lie 

lie 

Arg 

Asp 

Gin 

lie 

Phe 

Arg 


130 





135 





140 





Tyr 

Val 

His 

Asp 

Pro 

Glu 

Cys 

Val 

Ala 

Thr 

Thr Gly 

Asp 

lie 

Thr 

Val 

145 





150 





155 





160 

Ser 

Val 

Ser 

Thr 

Ser 

Phe 

Leu 

Pro 

Glu 

Leu 

Ser 

Ser 

Val 

His 

Pro 

Pro 





165 





170 





175 


His Tyr 

Phe 

Phe 

Thr 

Tyr 

Arg 

lie 

Arg 

lie 

Glu 

Met 

Ser 

Lys 

Asp 

Ala 




180 





185 





190 



Leu 

Pro 

Glu 

Lys 

Ala 

Cys 

Gin 

Leu 

Asp 

Ser 

Arg 

Tyr 

Trp 

Arg 

lie 

Thr 



195 





200 





205 




Asn 

Ala 

Lys 

Gly Asp 

Val 

Glu 

Glu 

Val 

Gin 

Gly 

Pro 

Gly 

Val 

Val 

Gly 


210 





215 





220 





Glu 

Phe 

Pro 

lie 

lie 

Ser 

Pro 

Gly 

Arg 

Val 

Tyr 

Glu 

Tyr 

Thr 

Ser 

Cys 

225 





230 





235 





240 

Thr 

Thr 

Phe 

Ser 

Thr 

Thr 

Ser 

Gly 

Tyr 

Met 

Glu 

Gly 

Tyr 

Tyr 

Thr 

Phe 





245 





250 





255 


His 

Phe 

Leu 

Tyr 

Phe 

Lys 

Asp 

Lys 

lie 

Phe 

Asn 

Val 

Ala 

lie 

Pro 

Arg 
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260 





265 





270 



Phe 

His 

Met 

Ala 

Cys 

Pro 

Thr 

Phe 

Arg 

Val 

Ser 

He 

Ala 

Arg 

Leu 

Glu 



275 





260 





285 




Met 

Gly 

Pro 

Asp 

Glu 

Tyr 

Glu 

Glu 

Met 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 


290 





295 





300 





Glu 

Glu 

Glu 

Asp 

Glu Asp 

Asp 

Asp 

Ser 

Ala 

Asp Met 

Asp 

Glu 

Ser 

Asp 

305 





310 





315 





320 

Glu 

Asp 

Asp 

Glu 

Glu 

Glu 

Arg 

Arg 

Arg 

Arg 

Val 

Phe 

Asp 

Val 

Pro 

lie 





325 





330 





335 


Arg 

Arg 

Arg 

Arg 

Cys 

Ser 

Arg 

Leu 

Phe 











340 





345 









<210> 5497 

<211> 1056 

<212> DNA 

<213 > Homo sapiens 

<400> 5497 


cacgaggaag 

60 

ctttcatccc 

120 

aatgtggaag 

gatctcccat 

tggccggttg 

gggcaaaagc 

ctgaggcaat 

cttttgccaa 

ggcgagactt 

tcccagtgac 

ggtgatgtag 

ttggccactc 

tgactatggg 

180 

tggactcggg 

tgtagacctc 

tgaagctgag 

atcacacgaa 

aacctggcct 

ccccgccatg 

240 

tagctgttgg 

agagtagaaa 

aatagagcac 

gcctgatgtt 

tctaaatgag 

aagactttca 

300 

atagtaatga 

agaatccatg 

gcactctcct 

caccctcaaa 

cacatggcag 

tcattcacat 

360 

acaggcccca 

aagtcactgt 

tagtgctgca 

gtggctcctg 

tggacattgg 

aaagcccgga 

420 

gagggcgtgg 

aagaaatcag 

ctggcccccg 

gcaggttctc 

tggggttttg 

tgcccaaggc 

480 

tcctggagcc 

ctaaaaactt 

tcaaaagtta 

actccccacg 

tccccatcct 

gcttgggttt 

540 

ctggactttt 

ctgaggcacc 

ggcagagggg 

tctcgttgct 

cccttgagtg 

taggggcagc 

600 

cctttaacct 

ggctccttga 

gtccctgctt- 

tttctgcttc 

tgttgccttc 

ttcctcgtct 

660 

tcctctctct 

caatatctcc 

ctctctttgt 

ccctccccag 

ttcctgacct 

ggccatcccg 

720 

gggtgccctt 

gaccagcccc 

gtgtctcctc 

agggtgtccc 

agcaccagcc 

tggcacagag 

780 

tggggctcag 

ttagagtatg 

tgggatgttg 

gtttcgccag 

gtgagtgaat 

gaaaggactc 

840 

gaccaccaca 

gctgagccac 

tagctgggcc 

atgcgaagag 

ttctaggtgc 

aaaggctgga 

900 

gggtggaatt 

catttttgag 

aggtgtgtga 

gcagcttccg 

acccctgccc 

catttgaacg 

960 

ggggccttgc 

tggtcgcgtc 

cctgcattca 

cccgcgcggc 

catcccgtca 

tccaacagtt 

1020 

ccgtagccca 

1056 

gatcctaact 

tcccttgatg 

gagcacgccc 

gcctctgtgt 

acggccctgg 

ccccag 

tctggcctgg 

gcaccggcga 
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' <210> 5498 
<211> 150 
<212> PRT 

<213> Homo sapiens 
<400> 5498 


Met 

Gly 

Gin 

Gly 

Ser 

Glu 

Ala 

Ala 

His 

Thr 

Pro 

Leu 

Lys 

Asn 

Glu 

Phe 

1 




5 . 





10 





15 


His 

Pro 

Pro 

Ala 

Phe 

Ala 

Pro 

Arg Thr 

Leu 

Arg 

Met 

Ala 

Gin 

Leu 

Val 




20 





25 





30 



Ala 

Gin 

Leu 

Trp 

Trp 

Ser 

Ser 

Pro 

Phe 

lie 

His 

Ser 

Pro 

Gly 

Glu 

Thr 



35 





40 





45 




Asn 

He 

Pro 

His 

Thr 

Leu 

Thr 

Glu 

Pro 

His 

Ser 

Val 

Pro 

Gly 

Trp 

Cys 


50 





55 





60 





Trp 

Asp 

Thr 

Leu 

Arg 

Arg 

His 

Gly Ala 

Gly 

Gin 

Gly His 

Pro 

Gly Met 

65 





70 





75 





80 

Ala 

Arg 

Ser 

Gly 

Thr 

Gly 

Glu 

Gly Gin 

Arg 

Glu 

Gly Asp 

lie 

Glu Arg 





85 





90 





95 


Glu 

Glu 

Asp 

Glu 

Glu 

Glu 

Gly 

Asn Arg 

Ser 

Arg 

Lys 

Ser 

Arg 

Asp 

Ser 




100 





105 





110 



Arg 

Ser 

Gin 

Val 

Lys 

Gly 

Leu 

Pro 

Leu 

His 

Ser 

Arg 

Glu 

Gin 

Arg Asp 



115 





120 





125 




Pro 

Ser 

Ala 

Gly 

Ala 

Ser 

Glu 

Lys 

Ser 

Arg 

Asn 

Pro 

Ser 

Arg 

Met 

Gly 


130 





135 





140 





Thr 

Trp 

Gly 

Val 

Asn 

Phe 











145 





150 












<210> 5499 
<211> 1918 
<212> DNA 


<213 > Homo 
<400> 5499 

sapiens 





ngctagccct 

60 

ctgatgaacc 

120 

gtatctgtct 

gagcagtgga 

atgtgccagg 

aaagaaggag 

caaccactga 

tttgccagtc 

tcccttccaa 

gagggatgcc 

agagccttct 

gtctttgggc 

tgcctctgcc 

180 

cttcgtagat 

tctctgctgg 

gcctttggaa 

ctaacacagc 

aacttccagg 

gtctcatgtt 

240 

gaagacttta 

tggagcatcc 

tggccagaac 

aagccaagga 

gccaagacga 

gagggacaca 

300 

cggacaaaca 

acagacagaa 

gacgtactgg 

ccgctggact 

ccgctgcctc 

ccccatctcc 

360 

ccgccatctg 

cgcccggagg 

atgagcccag 

ccttcagggc 

catggatgtg 

gagccccgcg 

420 

ccaaaggcgt 

ccttctggag ccctttgtcc 

accaggtcgg 

ggggcactca 

tgcgtgctcc 

480 

gcttcaatga 

gacaaccctg 

tgcaagcccc 

tggtcccaag 

ggaacatcag 

ttctacgaga 

540 

ccctccctgc 

tgagatgcgc 

aaattcactc 

cccagtacaa 

aggtgtggta 

tctgtgcgct 

600 

ttgaagaaga 

tgaagacagg 

aacttgtgtc 

taatagcata 

tccattgaaa 
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ggggaccatg gaattgtgga cattgcacat aattcagact gtgaaccaaa aagtaagctc 
660 

ctaaggtgga caacaaacaa aaaacatcat gtcttagaaa cagaaaagac ccctaaggac 
720 

tgggtgcgtc agcaccgtaa agaggagaaa atgaagagcc ataagttaga agaagaattt 
780 

gagtggctaa agaaatctga agtcttgtac tacactgtag agaagaaggg gaatataagt 
840 

tcccagctta aacactataa cccttggagc atgaaatgtc accagcaaca gttacagaga 
900 

atgaaggaga atgcaaagca tcggaaccag tacaaattta tcttactgga aaacctgact 
960 

tcccgctatg aggtgccttg tgtccttgac ctcaagatgg gcacacgaca acatggtgat 
1020 

gatgcttcag aggagaaggc agccaaccag atccgaaaat gtcagcagag cacatctgca 
1080 

gtcattggtg tgnctgtgtg tggcatgcag gtgtaccaag caggcagtgg gcagctcatg 
1140 

ttcatgaaca agtaccatgg acggaagcta tcggtgcagg gcttcaagga ggcacttttc 
1200 

cagttcttcc acaatgggcg gtacctgcgc cgtgaactcc tgggccctgt gctcaagaag 
1260 

ctgactgagc tcaaggcagt gttggagcga caggagtcct accgcttcta ctcaagctcc 
1320 

ctgctggtca tttatgatgg caaggagcgg cccgaagtgg tcctggactc agatgctgag 
1380 

gatttggagg acctgtcaga ggaatcagct gatgagtctg ctggtgccta tgcctacaaa 
1440 

cccatcggcg ccagctctgt 'agatgtgcgc atgatcgact ttgcacacac cacctgcagg 
1500 

ctgtatggcg aggacaccgt ggtgcatgag ggccaggatg ctggctatat cttcgggctc 
1560 

cagagcctga tagacattgt cacagagata agtgaggaga gtggggagtg agcttgctag 
1620 

ctgctccagt acttgagagc gactctgtgt cccaggcaca gctgtgctgc gtcagggagg 
1680 

aagccagtat ggccaggtgg tggctcctgc agcctggagc tgatgtgcag tggcctctgt 
1740 

gagccccagc ctgagccagt cccagctgtg cttggagtct ttatttattt taactatttc 
1800 

ttcaacattc cacatttgat gatgatacct ctttcttccc tgagtgtata tgttctaata 
1860 

caaatctttt tgtttattgt aaaaaaaaaa aaaaaaaaaa aaagaaaaac tcgaaaag 
1918 

<210> 5500 
<211> 426 
<212> PRT 

<213> Homo sapiens 
<4 00> 5500 

Met Ser Pro Ala Phe Arg Ala Met Asp Val Glu Pro Arg Ala Lys Gly 
15 10 15 

Val Leu Leu Glu Pro Phe Val His Gin Val Gly Gly His Ser Cys Val 
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20 

Leu Arg Phe Asn Glu Thr Thr Leu 
35 40 

His Gin Phe Tyr Glu Thr Leu Pro 
50 55 

Gin Tyr Lys Gly Val Val Ser Val 
65 70 

Asn Leu Cys Leu He Ala Tyr Pro 
85 

Asp He Ala His Asn Ser Asp Cys 
100 

Trp Thr Thr Asn Lys Lys His His 
115 120 

Lys Asp Trp Val Arg Gin His Arg 
130 135 

Lys Leu Glu Glu Glu Phe Glu Trp 
145 150 

Tyr Thr Val Glu Lys Lys Gly Asn 
165 

Asn Pro Trp Ser Met Lys Cys His 
180 

Glu Asn Ala Lys His Arg Asn Gin 
195 200 

Leu Thr Ser Arg Tyr Glu Val Pro 
210 215 

Thr Arg Gin His Gly Asp Asp Ala 
225 230 

lie Arg Lys Cys Gin Gin Ser Thr 
245 

Cys Gly Met Gin Val Tyr Gin Ala 
260 

Asn Lys Tyr His Gly Arg Lys Leu 
275 280 

Leu Phe Gin Phe Phe His Asn Gly 
290 295 

Gly Pro Val Leu Lys Lys Leu Thr 
305 310 

Gin Glu Ser Tyr Arg Phe Tyr Ser 
325 

Gly Lys Glu Arg Pro Glu Val Val 
340 

Glu Asp Leu Ser Glu Glu Ser Ala 
355 360 

Tyr Lys Pro lie Gly Ala Ser Ser 
370 375 

Ala His Thr Thr Cys Arg Leu Tyr 
385 390 

Gly Gin Asp Ala Gly Tyr lie Phe 
405 

Val Thr Glu lie Ser Glu Glu Ser 
420 

<210> 5501 
<211> 568 


25 30 

Cys Lys Pro Leu Val Pro Arg Glu 
45 

Ala Glu Met Arg Lys Phe Thr Pro 
60 

Arg Phe Glu Glu Asp Glu Asp Arg 
75 80 
Leu Lys Gly Asp His Gly lie Val 
90 95 

Glu Pro Lys Ser Lys Leu Leu Arg 
105 110 

Val Leu Glu Thr Glu Lys Thr Pro 
125 

Lys Glu Glu Lys Met Lys Ser His 
140 

Leu Lys Lys Ser Glu Val Leu Tyr 
155 160 

lie Ser Ser Gin Leu Lys His Tyr 
170 175 

Gin Gin Gin Leu Gin Arg Met Lys 
185 190 

Tyr Lys Phe lie Leu Leu Glu Asn 
205 

Cys Val Leu Asp Leu Lys Met Gly 
220 

Ser Glu Glu Lys Ala Ala Asn Gin 
235 240 

Ser Ala Val lie Gly Val Xaa Val 
250 255 

Gly Ser Gly Gin Leu Met Phe Met 
265 270 

Ser Val Gin Gly Phe Lys Glu Ala 
285 

Arg Tyr Leu Arg Arg Glu Leu Leu 
300 

Glu Leu Lys Ala Val Leu Glu Arg 
315 320 

Ser Ser Leu Leu Val lie Tyr Asp 
330 335 

Leu Asp Ser Asp Ala Glu Asp Leu 
345 350 

Asp Glu Ser Ala Gly Ala Tyr Ala 
365 

Val Asp Val Arg Met lie Asp Phe 
380 

Gly Glu Asp Thr Val Val His Glu 
395 400 

Gly Leu Gin Ser Leu lie Asp lie 
410 415 

Gly Glu 
425 
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<212> DNA 

<2 13 > Homo sapiens 


<400> 5501 
attcggcacg 
60 

cctacttggc 
120 

tgaagcgggg 
180 

gcaggtcttg 
240 

tctattcaca 
300 

tccaccagca 
360 

ctggacctgg 
420 

cagtgccatg 
480 

gggtgctatt 
540 

acctggcatg 
568 

<210> 5502 
< 211 > 110 
<212> PRT 
<213> Homo sapiens 

<400> 5502 


Met 

He 

Leu 

Gly 

Lys 

Arg 

Leu 

His 

Leu 

l 




5 





Glu 

Ala 

Gly 

Thr 

Lys 

Pro 

Cys 

Ser 

Ser 




20 





25 

Gly Ala 

Ala 

Leu 

Gin 

Val 

Leu 

Ala 

His 



35 





40 


Phe 

Val 

Thr 

Thr 

Lys 

Gly 

Thr 

Val 

Leu 


50 





55 



Ala 

Trp 

Gin 

Leu 

Cys 

Leu 

Pro 

Val 

Leu 

65 





70 




Leu 

Ala 

Arg 

Gin 

Gly 

Pro 

Ala 

Leu 

Lys 





85 





Trp 

Thr 

Trp 

Lys 

Trp 

Arg 

Leu 

His 

Val 




100 





105 


<210> 5503 

<211> 1679 

<212> DNA 

<213 > Homo sapiens 


cgtgggctct agactgtgca ttcaggctct 
acttcatctg aacttcagat atttcacatg 
ggtccctgtg ggggctgggg gagctgccct 
ccatagcttt gtcaccacaa agggcactgt 
gcaactgtgt ctccctgtgc tatatttaat 
agccctgaag gagatctcct tgcctgaccc 
cgccttggcg gcttaagcct gctgctttgg 
ggtgggtggg gcagggctgt agcccacgcc 
ctcatcccca cccccagcga cttccgtcct 


Asn 

Phe 

Arg 

Tyr 

Phe 

Thr 

Cys 

10 





15 


Glu 

Val 

Pro 

Val 

Gly 

Ala 

Gly 





30 



Ala 

Gin 

Gin 

Ala 

Pro 

His 

Ser 




45 




Phe 

Thr 

Ala 

Pro 

Pro 

Ala 

Ser 



60 





Tyr 

Leu 

lie 

Pro 

Pro 

Ala 

Lys 


75 





80 

Glu 

He 

Ser 

Leu 

Pro 

Asp 

Pro 

90 





95 


Pro 

Ala 

Leu 

Ala 

Ala 







110 




aggtgagtcg 

agaatgatct 

acaaaaccat 

gcacatgcac 

gcacctcctg 

aagctggcga 

aaatggaggc 

ggtgagccga 

ccaggctcta 

ctgcagccct 


gtggcaggaa 

tggggaaaog 

gcagctcaga 

agcaggctcc 

cttctgcctg 

ggcagggcoo 

ttcatgtgcc 

gcagctgtga 

ggggctggtg 

ctgccggc 


<4 00> 5503 

tgtctgggaa aagggaactc acaaggggtg agtaccccca aattaggaga taccatgagc 
60 
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taacgccgtc tcagaattgc 
120 

atttaatcct cacaatagtc 
180 

aggtagacaa attaaagctt 
240 

ttggtccagt tcttccttct 
300 

cagaaagctg gagagaagcc 
360 

tcagcccctc atgctcagga 
420 

ggagagaaga agccgccagc 
480 

tgcccgcccc cccgctccag 
540 

cagactcagg gggaagattg 
600 

tattctccag cccccgggaa 
660 

tctccgggtg. cccctaactc 
720 

cgggggccct gccacctggc 
780 

gaccacaagc aggggccccc 
840 

taccgctcag atcagctgga 
900 

agtgataaac gccgagagat 
960 

aaggggg cc g gctcactggt 
1020 

gaattgcaga gtgagcgctc 
1080 

tggcgaaaaa tggagaaact 
1140 

cctgccagca gtcaatgcag 
1200 

aagcctgacc ctttccctca 
1260 

ctgacttctg accagacttt 
1320 

acccccccac tcttcagccc 
1380 

cctgtccaca ccccccaact 
1440 

cacaaggacg gcccctgtgg 
1500 

ctctagttat ctgggtgggg 
1560 

agagggttaa ctgagaggag 
1620 

gatctgggga atgacctagg 
1679 


ataaatttgt ctacattttt 
aagctaggaa ggtaagtgtg 
aagatcaaac cgtttgcaaa 
ccctggtgct aaggtcagtg 
cctggctgca ggacccgggg 
cactcagagt gaggaactgc 
agtctctgga gaagccaccg 
ggctccccac aaagacagaa 
ttccctccca gtgggagagg 
gcagaaaaag cctaatgcca 
agcccgtgcc acacacaacc 
caatctcctc agtacattgg 
ggaagtgacc tgccaaatta 
ggagctagag aagatattcc 
tgcccagacg gtgggggtga 
ggcagggtgg agtggcggag 
agcggtagcc tgggtgtggt 
gaatgggaaa gaaagcaagg 
ctctgcagct gagatcctac 
ggagtcccct ctggatacct 
ggcccccacc caacccagtg 
cccacctgtg cgaagggccg 
gatgccactg ctgatggatg 
gtcctggggg acaaggtaag 
gtaggggggt gtagatggag 
cacagagtgg tacaggagat 
ggatcacagc aatagagcag 


caaagaagtt gggttatctg 
gaattattac cccatttgat 
gcaggaagca gcacttcctc 
gatgttggct ccccacaggc 
aggaggaact gctccggggc 
caccctcctg caccatctca 
gggctgatgc tgggagactg 
ctctagcccg ctccaggccc 
tgaagatagg aaagaggtcc 
tgggtctggc cccaacatca 
cagtgccctg tgggtcaggc 
egcagagcaa ccaaaacaga 
ggaaaaagac acgaacccta 
aagaagacca ctatcctgac 
ccccccagcg catcatggta 
ggcccaccat tgaaacactc 
tccagaatcg ccgggccaag 
acaatcctgc agcccctggc 
ctgctgtgcc catggagcca 
ttccagagcc ccccatgctg 
agggtgctca gagggtggtg 
atcttccttt cccccttggc 
ttgctggcag tgacagcagc 
gaacctacgg gggtaggtca 
agaagataga cacagagagg 
ggggatgaaa gggataaggg 
aaacaagggt aagatgcta 
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<210> 

5504 

<211> 

392 

<212> 

PRT 

<213> 

Homo sapiens 

<400> 

5504 


Uiii — — 

1 ' . 5 10 15 

Leu Leu Arg Gly Ser Ala Pro His Ala Gin Asp Thr Gin Ser Glu Glu 
20 25 30 

Leu Pro Pro Ser Cys Thr lie Ser Gly Glu Lys Lys Pro Pro Ala Val 
35 40 45 

Ser Gly Glu Ala Thr Gly Ala Asp Ala Gly Arg Leu Cys Pro Pro Pro 
50 55 GO 

Arg Ser Arg Ala Pro His Lys Asp Arg Thr Leu Ala Arg Ser Arg Pro 

65 70 75 80 

Gin Thr Gin Gly Glu Asp Cys Ser Leu Pro Val Gly Glu Val Lys lie 

85 90 95 

Gly Lys Arg Ser Tyr Ser Pro Ala Pro Gly Lys Gin Lys Lys Pro Asn 
100 105 HO 

Ala Met Gly Leu Ala Pro Thr Ser Ser Pro Gly Ala Pro Asn Ser Ala 
115 120 125 

Arg Ala Thr His Asn Pro Val Pro Cys Gly Ser Gly Arg Gly Pro Cys 
130 135 140 

His Leu Ala Asn Leu Leu Ser Thr Leu Ala Gin Ser Asn Gin Asn Arg 

145 150 155 160 

Asp His Lys Gin Gly Pro Pro Glu Val Thr Cys Gin lie Arg Lys Lys 

165 170 175 

Thr Thr Leu Tyr Arg Ser Asp Gin Leu Glu Glu Leu Glu Lys lie 
180 185 190 

Phe Gin Glu Asp His Tyr Pro Asp Ser Asp Lys Arg Arg Glu He Ala 
195 200 205 

Gin Thr Val Gly Val Thr Pro Gin Arg lie Met Val Lys Gly Ala Gly 
210 215 220 

Ser Leu Val Ala Gly Trp Ser Gly Gly Gly Pro Thr lie Glu Thr Leu 

225 230 235 240 

Glu Leu Gin Ser Glu Arg Ser Ala Val Ala Trp Val Trp Phe Gin Asn 

245 250 255 

Arg Arg Ala Lys Trp Arg Lys Met Glu Lys Leu Asn Gly Lys Glu Ser 
260 265 270 

Lys Asp Asn Pro Ala Ala Pro Gly Pro Ala Ser Ser Gin Cys Ser Ser 
275 280 285 

Ala Ala Glu lie Leu Pro Ala Val Pro Met Glu Pro Lys Pro Asp Pro 
290 295 300 

Phe Pro Gin Glu Ser Pro Leu Asp Thr Phe Pro Glu Pro Pro Met Leu 

305 310 315 320 

Leu Thr Ser Asp Gin Thr Leu Ala Pro Thr Gin Pro Ser Glu Gly Ala 

325 330 335 

Gin Arg Val Val Thr Pro Pro Leu Phe Ser Pro Pro Pro Val Arg Arg 
340 345 350 

Ala Asp Leu Pro Phe Pro Leu Gly Pro Val His Thr Pro Gin Leu Met 
355 360 365 

Pro Leu Leu Met Asp Val Ala Gly Ser Asp Ser Ser His Lys Asp Gly 
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370 375 380 

Pro Cys Gly Ser Trp Gly Thr Arg 
385 390 

<210> 5505 
<211> 1099 
<212> DNA 

<213> Homo sapiens 
<400 > 5505 

aagcttgggc ggcccagcgg atcgtgccgc ggcggccgag cgcagctaca ggagggtgtc 
60 

cagaagccac aagccatggc tgtggggaac atcaacgagc tgcccgagaa catcctgctg 
120 

gagctgttca cgcacgtgcc cgcccgccag ctgctgctga actgccgcct ggtctgcagc 
180 

ctctggcggg acctcatcga cctcgtgacc ctctggaaac gcaagtgcct gcgagagggc 
240 

ttcatcactg aggactggga ccagcccgtg gccgactgga agatcttcta cttcttacgg 
300 

agcctgcaca ggaacctcct gcacaacccg tgcgctgaag aggggttcga gttctggagc 
360 

ctggatgtga atggaggcga tgagtggaag gtggaggatc tctctcgaga ccagaggaag 
420 

gaattcccca atgaccaggt caagaaatac ttcgttactt catattacac ctgcctcaag 
480 

tcccaggtgg tggacctcaa ggccgaaggg tattgggagg agctactaga cacattccgg 
540 

ccggacatcg tggttaagga ctggtttgct gccagagccg actgtggctg cacctaccaa 
600 

ctcaaagtgc agctcctgtc ggctgactac ttcgtgttgg cctccttcga gccagacccg 
660 

gcgaccatcc agcagaagag cgatgccaag tggagggagg tctcccacac attctccaac 
720 

tacccgcccg gcgtccgcta catctggttt cagcacggcg gcgtggacac tcattactgg 
780 

gccggctggt acggcccgag ggtcaccaac agcagcatca ccatcgggcc cccgctgccc 
840 

tgacaccccc tgagccccca tctgctgaac cctgactggt aaacaactgc tgtcagaaaa 
900 

gggctgggct tgggaagggg aggtggaggc caggtgtccc cagacctcta acccttgccc 
960 

ctagcagcct cttctttgtg gagcctctca gtgtgggcag ccctcgcatg ctggggtcgg 
1020 

gccagctctc cccgaaaggt cttgacctga atgatggccg gggaagcctg cgtgtgcccc 
1080 

tttcagagac ggagcacct 
1099 

<210> 5506 
<211> 280 
<212 > PRT 

<213> Homo sapiens 
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<400> 5506 

Lys Leu Gly Arg Pro Ser Gly Ser Cys Arg Gly Gly Arg Ala Gin Leu 
1 5 10 15 

Gin Glu Gly Val Gin Lys Pro Gin Ala Met Ala Val Gly Asn lie Asn 

20 25 30 

Glu Leu Pro Glu Asn lie Leu Leu Glu Leu Phe Thr His Val Pro Ala 

35 40 45 

Arg Gin Leu Leu Leu Asn Cys Arg Leu Val Cys Ser Leu Trp Arg Asp 

50 55 60 

Leu He Asp Leu Val Thr Leu Trp Lys Arg Lys Cys Leu Arg Glu Gly 

65 70 75 80 

Phe lie Thr Glu Asp Trp Asp Gin Pro Val Ala Asp Trp Lys lie Phe 

85 90 95 

Tyr Phe Leu Arg Ser Leu His Arg Asn Leu Leu His Asn Pro Cys Ala 

100 105 110 

Glu Glu Gly Phe Glu Phe Trp Ser Leu Asp Val Asn Gly Gly Asp Glu 

115 120 125 

Trp Lys Val Glu Asp Leu Ser Arg Asp Gin Arg Lys Glu Phe Pro Asn 

130 135 140 

Asp Gin Val Lys Lys Tyr Phe Val Thr Ser Tyr Tyr Thr Cys Leu Lys 

145 150 155 160 

Ser Gin Val Val Asp Leu Lys Ala Glu Gly Tyr Trp Glu Glu Leu Leu 

165 170 175 

Asp Thr Phe Arg Pro Asp lie Val Val Lys Asp Trp Phe Ala Ala Arg 

180 185 190 

Ala Asp Cys Gly Cys Thr Tyr Gin Leu Lys Val Gin Leu Leu Ser Ala 

195 200 205 

Asp Tyr Phe Val Leu Ala Ser Phe Glu Pro Asp Pro Ala Thr lie Gin 

210 215 220 

Gin Lys Ser Asp Ala Lys Trp Arg Glu Val Ser His Thr- Phe Ser Asn 

225 - 230 235 240 

Tyr Pro Pro Gly Val Arg Tyr lie Trp Phe Gin His Gly Gly Val Asp 

245 250 255 

Thr His Tyr Trp Ala Gly Trp Tyr Gly Pro Arg Val Thr Asn Ser Ser 

260 265 270 

lie Thr lie Gly Pro Pro Leu Pro 

275 280 

<210> 5507 
<211> 1658 
<212> DNA 

<213> Homo sapiens 
<400> 5507 

nttttagaaa gccaaggaat tgagttaaat ccaccagaga agatggctct tgatccttac 
60 

actgaactcc gaaaacagcc tcttcgtaag tatgtcaccc catcagactt tgatcaactc 
120 

aagcaatttc tcacctttga caaacaggtc cttcgattct atgcaatctg ggatgataca 
180 

gacagcatgt atggtgaatg tcggacctac atcattcatt actatcttat ggatgatacg 
240 

gtggaaattc gagaggtcca cgaacggaat gatgggagag atcctttccc actcctaatg 
300 
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aaccgccagc gtgtgcccaa 
360 

ctagaaatct ctgaccaaga 
420 

aagtcactca ctatccttgg 
480 

cggtattaca aagagaagtt 
540 

gaaccacctc cagtaaaaca 
600 

tctgctcaga attgttttgc 
660 

ctggtgaatg ataacaaggt 
720 

gacaaagacc gcagatttgt 
780 

gagcctcctg ttcgcaattc 
840 

gttaaaccat actctacagt 
900 

ggtgctgtga ttgaagtgtt 
960 

ttgaaataca tggagagcaa 
1020 

aaccatgtcc gaaagcgaga 
1080 

gatccaggcg tgcaggaatt 
1140 

cactcatgca aagacaacat 
1200 

tatgtggaca gagacatgtt 
1260 

tccttggtta aggagttaat 
1320 

aactttgttc gtgctttctc 
1380 

tactggaact atgctttgaa 
1440 

tgaagtttta tttctgtttt 
1500 

atctaatagg atctaagatt 
1560 

ttttgtgtgt caaattgact 
1620 


agttttggtg gaaaatgcaa 
agtgttggaa tggtatactg 
gagaactttc ttcatttatg 
tggaatcact gatttaccac 
ggagttgcct ccttataacg 
tctcattcca aaagctccaa 
gcttcgttat ttggctgtac 
cttctcttac tttctagcta 
tggtatcatt gggggcaagt 
ggacaaccct gtctactatg 
tggtcaccgg ttcatcatcc 
cgctgcccag tattcaccag 
agcgcctgct ccagaagcag 
ggaagcatta atagacacaa 
tcgtgaggca tttcaaattt 
ctttaaaatc tgtgaatcgc 
caggatgtgc tctcatggag 
aaactgacct gctgatgaga 
atacacctta cactcttcat 
ggttcttatt tcactcctac 
ggtgccttat ttagggtgat 
tggccacagg gggcccaaat 


agaacttccc tcagtgtgtg 
ctaaagactt cattgttggg 
attgtgatcc atttactcga 
gtattgatgt gagcaagcgg 
gttttggact agtggaagat 
aaaaagacgt tattaaaatg 
tggaatcccc catcccagaa 
ccgacatgat cagtatcttt 
accttggcag gactaaagtt 
gccccagtga cttcttcatt 
ttgatacaga cgagtatgtt 
aagcactcgc gtcaattcag 
aaagcaagca aactgaaaag 
ttcagaagca actgaaagat 
atgacaagga agcttcagga 
ttaacgtccc agtggatgac 
aaggcaaaat taactactat 
aaatgcaaga caatttttga 
agaggcattt acagggttcc 
tgaagtcgaa actaaattgg 
aggggtatag caatgtctaa 
atttcctttc tttcttttta 


aaaaaataaa tttttttgga gatgggaaaa aaaaaaaa 
1658 


<210> 5508 
<211> 448 
<212> PRT 

<213 > Homo sapiens 
<400> 5508 

Xaa Leu Glu Ser Gin Gly lie Glu Leu Asn Pro Pro Glu Lys Met Ala 
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1 




5 





10 





15 


Leu Asp 

Pro 

Tyr 

Thr 

Glu 

Leu 

Arg 

Lys 

Gin 

Pro 

Leu Arg Lys 

Tyr 

Val 




20 





25 





30 



Thr 

Pro 

Ser 

Asp 

Phe 

Asp 

Gin 

Leu 

Lys 

Gin 

Phe 

Leu 

Thr 

Phe 

Asp 

Lys 



35 





40 





45 




Gin 

Val 

Leu 

Arg 

Phe 

Tyr 

Ala 

lie 

Trp 

Asp 

Asp 

Thr 

Asp 

Ser 

Met 

Tyr 


50 





55 





60 





Gly Glu 

Cys 

Arg 

Thr 

Tyr 

lie 

lie 

His 

Tyr 

Tyr 

Leu 

Met Asp 

Asp 

Thr 

65 





70 





75 





80 

val 

Glu 

lie 

Arg 

Glu 

Val 

His 

Glu 

Arg Asn 

Asp 

Gly Arg Asp 

Pro 

Phe 





85 





90 





95 


Pro 

Leu 

Leu 

Met 

Asn 

Arg 

Gin 

Arg 

Val 

Pro 

Lys 

Val 

Leu 

Val 

Glu 

Asn 




100 





105 





110 



Ala 

Lys 

Asn 

Phe 

Pro 

Gin 

Cys 

Val 

Leu 

Glu 

lie 

Ser 

Asp Gin 

Glu 

Val 



115 





120 





125 




Leu 

Glu 

Trp 

Tyr 

Thr 

Ala 

Lys 

Asp 

Phe 

lie 

Val 

Gly Lys 

Ser 

Leu 

Thr 


130 





135 





140 





He 

Leu 

Gly 

Arg 

Thr 

Phe 

Phe 

lie 

Tyr Asp 

Cys 

Asp 

Pro 

Phe 

Thr 

Arg 

145 





150 





155 





160 

Arg 

Tyr Tyr 

Lys 

Glu 

Lys 

Phe 

Gly 

lie 

Thr 

Asp 

Leu 

Pro Arg 

lie 

Asp 





165 





170 





175 


Val 

Ser 

Lys 

Arg 

Glu 

Pro 

Pro 

Pro 

Val 

Lys 

Gin 

Glu 

Leu 

Pro 

Pro 

Tyr 




180 





185 





190 



Asn 

Gly Phe 

Gly 

Leu 

Val 

Glu 

Asp 

Ser. 

Ala 

Gin 

Asn Cys 

Phe 

Ala 

Leu 



195 





200 





205 




lie 

Pro 

Lys 

Ala 

Pro 

Lys 

Lys 

Asp 

Val 

lie 

Lys 

Met 

Leu 

Val 

Asn 

Asp 


210 





215 





220 





Asn 

Lys 

Val 

Leu 

Arg 

Tyr 

Leu 

Ala 

Val 

Leu 

Glu 

Ser 

Pro 

lie 

Pro 

Glu 

225 





230 





235 





240 

Asp 

Lys 

Asp 

Arg 

Arg 

Phe 

Val 

Phe 

Ser 

Tyr 

Phe 

Leu 

Ala 

Thr 

Asp 

Met 





245 





250 





255 


lie 

Ser 

lie 

Phe 

Glu 

Pro 

Pro 

val 

Arg 

Asn 

Ser 

Gly 

lie 

lie 

Gly 

Gly 




260 





265 





270 



Lys 

Tyr 

Leu 

Gly 

Arg 

Thr 

Lys 

Val 

Val 

Lys 

Pro 

Tyr 

Ser 

Thr 

Val 

Asp 



275 





280 





285 




Asn 

Pro 

Val 

Tyr 

Tyr 

Gly 

Pro 

Ser 

Asp 

Phe 

Phe 

lie 

Gly Ala 

Val 

lie 


290 





295 





300 





Glu 

Val 

Phe 

Gly 

His 

Arg 

Phe 

lie 

lie 

Leu 

Asp 

Thr 

Asp 

Glu 

Tyr 

Val 

305 





310 





315 





320 

Leu Lys 

Tyr 

Met 

Glu 

Ser 

Asn 

Ala 

Ala 

Gin 

Tyr 

Ser 

Pro 

Glu 

Ala 

Leu 





325 





330 





335 


Ala 

Ser 

lie 

Gin 

Asn 

His 

Val 

Arg 

Lys 

Arg 

Glu 

Ala 

Pro 

Ala 

Pro 

Glu 




340 





345 





350 



Ala 

Glu 

Ser 

Lys 

Gin 

Thr 

Glu 

Lys 

Asp 

Pro 

Gly 

Val 

Gin 

Glu 

Leu 

Glu 



355 





360 





365 




Ala 

Leu 

lie 

Asp 

Thr 

lie 

Gin 

Lys 

Gin 

Leu 

Lys 

Asp 

His 

Ser 

Cys 

Lys 


370 





375 





380 





Asp Asn 

lie 

Arg 

Glu 

Ala 

Phe 

Gin 

lie 

Tyr 

Asp 

Lys 

Glu 

Ala 

Ser 

Gly 

385 





390 





395 





400 

Tyr Val 

Asp 

Arg 

Asp 

Met 

Phe 

Phe 

Lys 

lie 

Cys 

Glu 

Ser 

Leu 

Asn 

Val 





405 





410 





415 


Pro 

Val 

Asp 

Asp 

Ser 

Leu 

Val 

Lys 

Glu 

Leu 

lie 

Arg 

Met 

Cys 

Ser 

His 




420 





425 





430 



Gly Glu Gly 

Lys 

lie 

Asn 

Tyr 

Tyr 

Asn 

Phe 

Val 

Arg 

Ala 

Phe 

Ser 

Asn 
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435 440 445 


< 210 > 

5509 

< 211 > 

818 

<212 > 

DNA 

<213> 

Homo sapiens 

<400> 

5509 


ccactgtgtg aagagaaatt agggtgaccc aggcagtaca tcctactccc tggacccacc 
60 

aaggagagct gtatttgtgt ttcatggttg ctttaccaaa taattctagc atcggaattg 
120 

ctatgtgaga ggaagtaagt atacacagcg taagaggtgt gataaccaag tcatagaaga 
180 

aatgtttgga gaacatggaa tcatgtgaac ttattatgtg gtaagtacag atacccaggg 
240 

ctgtcagtct caccatcctt ttctacacat gtggatgctt caggactcca gcctttgagg 
300 

atgtggcttt caacttcacc ctacaggaaa ggtagtcaat gtggagaagc cttcagccag 
360 

attccaggtc ataatctgaa taagaaaacg cctcctggag taaagccacc tgaaagccat 
420 

gtgtgtggag aggtcggcgt gggctatcca tccactgaaa ggcacatcag agatcgcctt 
480 

ggacgcaaac cctgtgaata tcaggaatgt agacagaagg catatacatg taagccatgt 
540 

gggaatgcct ttcgttttca ccactccttt cacatacacg aaaggcctca cagtggagaa 
600 

aacctctatg aatgttagga atttcagaaa acattcactt cccccccaaa ccttcaaaga 
660 

tgtgaaaatg catagtggag atggacctta caaatgcaag gtgggtagga aaacctttga 
720 

ctctcccagt tcatttcgaa tacatggaag atctcattct ggagagaaac ccaatgtgtg 
780 

taggcactgt gggagcacct acaatcattt cagttttg 
818 

<210> 5510 
<211> 105 
<212 > PRT 

<213> Homo sapiens 


<400> 5510 


Met Trp 

Leu 

Ser 

Thr 

Ser 

Pro 

Tyr Arg 

Lys 

Gly Ser 

Gin 

Cys Gly 

Glu 

1 



5 





10 



15 


Ala Phe 

Ser 

Gin 

He 

Pro 

Gly 

His 

Asn 

Leu 

Asn Lys 

Lys 

Thr Pro 

Pro 



20 





25 




30 


Gly Val 

Lys 

Pro 

Pro 

Glu 

Ser 

His 

Val 

Cys 

Gly Glu 

Val 

Gly Val 

Gly 


35 





40 




45 



Tyr Pro 

Ser 

Thr 

Glu 

Arg 

His 

lie 

Arg 

Asp 

Arg Leu 

Gly 

Arg Lys 

Pro 

50 





55 




60 




Cys Glu 

Tyr 

Gin 

Glu 

Cys 

Arg 

Gin 

Lys 

Ala 

Tyr Thr 

Cys 

Lys Pro 

Cys 

65 




70 





75 



80 

Gly Asn 

Ala 

Phe 

Arg 

Phe 

His 

His 

Ser 

Phe 

His lie 

His 

Glu Arg 

Pro 
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85 90 95 

His Ser Gly Glu Asn Leu Tyr Glu Cys 
100 105 

<210> 5511 

<211> 379 

<212> DNA 

<213> Homo sapiens 

<400> 5511 

tccggagtgt cacaggcctc agccacaagg ctttcctgat tgggctccac atctgcagaa 
60 

ccttccttgg gaaaagaggg catcgtctca atcgcatagt cacacacatc ccttaactca 
120 

ctctgctgag ttgctgagag tctgtgttcc tctctccact tataggatgg gtcctcatct 
180 

tcttgagctt caagccccaa ggcagagacc tggctgctcc tcatgggagc ctcagggata 
240 

atgctgaatt cctctatggc agagatggga ggagaggctc cacgctgggc ctcctcagcc 
300 

tccatcaggg ctgaatcctg gtcggtgtca catgctgctt cggccccagc gtcccctcca 
360 

ggtcccggcg ccggccgcn 
379 

<210> 5512 
< 211 > 101 
<212> PRT 

<2 13 > Homo sapiens 
<400> 5512 


Met Glu 

Ala 

Glu 

Glu Ala 

Gin 

Arg 

Gly Ala 

Ser 

Pro 

Pro 

lie 

Ser 

Ala 

1 



5 




10 





15 


He Glu 

Glu 

Phe 

Ser lie 

lie 

Pro 

Glu 

Ala 

Pro 

Met 

Arg 

Ser 

Ser 

Gin 



20 




25 





30 



Val Ser 

Ala 

Leu 

Gly Leu 

Glu 

Ala 

Gin 

Glu 

Asp Glu 

Asp 

Pro 

Ser 

Tyr 


35 




40 





45 




Lys Trp 

Arg 

Glu 

Glu His 

Arg 

Leu 

Ser 

Ala 

Thr 

Gin 

Gin 

Ser 

Glu 

Leu 

50 




55 





60 





Arg Asp 

Val 

Cys 

Asp Tyr 

Ala 

lie 

Glu 

Thr 

Met 

Pro 

Ser 

Phe 

Pro 

Lys 

65 



70 





75 





80 

Glu Gly 

Ser 

Ala 

Asp Val 

Glu 

Pro 

Asn 

Gin 

Glu 

Ser 

Leu 

Val 

Ala 

Glu 



■- 

85 




90 





95 


Ala Cys 

Asp 

Thr 

Pro 












100 

<210> 5513 

<211> 837 

<212> DNA 

<213> Homo sapiens 

<400> 5513 

nnaagcttga gttcctctgt ccaaggccag ggacctgtga ccatggaagc agagagaagc 
60 
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aaggccacag 

120 

ccgcggccct 

gggcagtttc 

ccggcaggtg 

gcccggccga 

gctgtcgctg 

agactcgggg 

180 

agccattgac 

catcgtctct 

gaggatggag 

actggtggac 

ggtgctgtct 

gaagtctcag 

240 

gcagagagta 

taacatcccc 

agcgtccacg 

tggccaaagt 

ctcccatggg 

tggctgtatg 

300 

agggcctgag 

cagggagaaa 

gcagaggacc 

tgctgttgtt 

acctgggaac 

cctggagggg 

360 

ccttcctcat 

ccgggagagc 

cagaccagga 

gaggctctta 

ctctctgtca 

gtccgcctca gccgccctgc 
420 

atcctgggac 

cggatcagac 

actacaggat 

ccactgcctt 

gacaatggct 

480 

ggctgtacat 

ctcaccgcgc 

ctcaccttcc 

cctcactcca 

ggccctggtg 

gaccattact 

540 

ctgagctggc 

ggatgacatc 

tgctgcctac 

tcaaggagcc 

ctgtgtcctg 

cagagggctg gcccgctccc 
600 

tggcaaggat 

atacccctac 

ctgtgactgt 

gcagaggaca 

ccactcaact 
66 0 

ggaaagagct 

ggacagctcc 

ctcctgtttt 

ctgaagctgc 

cacaggggag 

gagtctcttc 

720 

tcagtgaggg 

tctccgggag 

tccctcagct 

tctacatcag 

cctgaatgac 

gaggctgtct 

780 

ctttggatga 

tgcctaggcc 

caaaggagag 

gccaaaaggg 

aaaccaaggc 

tgcacaccta 

gaaccccaat 

tcagcctcct 

gggcacccca 

gaggcaaggc 

tgtgcac 


837 

<210> 5514 
<211> 248 
<212> PRT 

<213 > Homo sapiens 


<400> 5514 


Xaa 

Ser 

Leu 

Ser 

Ser 

Ser 

Val 

Gin 

Gly 

Gin 

Gly 

Pro 

Val 

Thr 

Met 

Glu 

1 




5 





10 





15 


Ala 

Glu 

Arg 

Ser 

Lys 

Ala 

Thr 

Ala 

Ala 

Ala 

Leu 

Gly 

Ser 

Phe 

Pro 

Ala 




20 





25 





30 



Gly Gly 

Pro 

Ala 

Glu 

Leu 

Ser 

Leu 

Arg 

Leu 

Gly 

Glu 

Pro 

Leu 

Thr 

lie 



35 





40 





45 




Val 

Ser 

Glu 

Asp 

Gly 

Asp 

Trp 

Trp 

Thr 

Val 

Leu 

Ser 

Glu 

Val 

Ser 

Gly 


50 





55 





60 





Arg 

Glu 

Tyr 

Asn 

lie 

Pro 

Ser 

Val 

His 

Val 

Ala 

Lys 

Val 

Ser 

His 

Gly 

65 





70 





75 





80 

Trp 

Leu 

Tyr 

Glu 

Gly 

Leu 

Ser 

Arg 

Glu 

Lys 

Ala 

Glu 

Asp 

Leu 

Leu 

Leu 





85 





90 





95 


Leu 

Pro 

Gly 

Asn 

Pro 

Gly 

Gly 

Ala 

Phe 

Leu 

lie 

Arg 

Glu 

Ser 

Gin 

Thr 




100 





105 





110 



Arg Arg 

Gly 

Ser 

Tyr 

Ser 

Leu 

Ser 

Val 

Arg 

Leu 

Ser 

Arg 

Pro 

Ala 

Ser 



115 





120 





125 




Trp Asp 

Arg 

lie 

Arg 

His 

Tyr 

Arg 

lie 

His 

Cys 

Leu 

Asp 

Asn 

Gly 

Trp 


130 





135 





140 





Leu 

Tyr 

He 

Ser 

Pro 

Arg 

Leu 

Thr 

Phe 

Pro 

Ser 

Leu 

Gin 

Ala 

Leu 

Val 

145 





150 





155 





160 

Asp 

His 

Tyr 

Ser 

Glu 

Leu 

Ala 

Asp 

Asp 

lie 

Cys 

Cys 

Leu 

Leu 

Lys 

Glu 
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165 170 175 

Pro Cys Val Leu Gin Arg Ala Gly Pro Leu Pro Gly Lys Asp He Pro 
180 185 190 

Leu Pro Val Thr Val Gin Arg Thr Pro Leu Asn Trp Lys Glu Leu Asp 
195 200 205 

Ser Ser Leu Leu Phe Ser Glu Ala Ala Thr Gly Glu Glu Ser Leu Leu 
210 215 220 

Ser Glu Gly Leu Arg Glu Ser Leu Ser Phe Tyr lie Ser Leu Asn Asp 
225 230 235 240 

Glu Ala Val Ser Leu Asp Asp Ala 
245 

< 2 1 0 > 5515 

<2 11> 420 

<212> DNA 

<2 13 > Homo sapiens 

<4 00> 5515 

gtttgtacca accccctctc catccttgaa gcagtcatgg cccactgcaa gaaaatgcaa 
60 

gaaaggatgt ccgcacagct ggctgctgct gagagcagac aaaagaagct ggaaatggag 
120 

aagcttcagc tacaagccct tgagcaagag cacaagaagc tggctgcccg ccttgaggaa 
180 

gagcgtggca agaacaagca ggtggtcctg atgctggtca aagagtgcaa gcagctctca 
240 

agcaaagtca tagaggaggc ccagaagctc gaagacgtaa tggccaaact ggcttcttct 
300 

ctttgtcacc agcacctgct tcatagtctc tctggagtgc caggaacggg tcatatagat 
360 

taaatctccc ataccgttcc tggataaata cctccttcct gcgagcccgc agggcctcga 
420 

<210> 5516 
< 211 > 120 
<212 > PRT 

<213> Homo sapiens 
<400> 5516 

Val Cys Thr Asn Pro Leu Ser lie Leu Glu Ala Val Met Ala His Cys 
15 10 15 

Lys Lys Met Gin Glu Arg Met Ser Ala Gin Leu Ala Ala Ala Glu Ser 
20 25 30 

Arg Gin Lys Lys Leu Glu Met Glu Lys Leu Gin Leu Gin Ala Leu Glu 
35 40 45 

Gin Glu His Lys Lys Leu Ala Ala Arg Leu Glu Glu Glu Arg Gly Lys 
50 55 60 

Asn Lys Glri Val Val Leu Met Leu Val Lys Glu Cys Lys Gin Leu Ser 

65 70 75 80 

Ser Lys Val lie Glu Glu Ala Gin Lys Leu Glu Asp Val Met Ala Lys 

85 90 95 

Leu Ala Ser Ser Leu Cys His Gin His Leu Leu His Ser Leu Ser Gly 
100 105 110 

Val Pro Gly Thr Gly His lie Asp 
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115 120 

<210> 5517 

<211> 804 

<212> DNA 

<213> Homo sapiens 


<400> 5517 

nctgtatggc caaagcacaa agggaaggat ccgcaattta cattcttgga gctatcat 
60 

gtactgtact gttgtgatct actgattggc attggcatag tagtagggtc aagtgacaga 
120 

atccgtgcca gcagtctcca ggttcagaag caattcaaga ccctgatgat agctctccag 
180 

caaccaacac atggtgacat ggcgattgtg ccaacttgtt gctcagttat atgcagggcc 


agtgattggt ttaagtgaag accatggttg agatcatttg tctttggtct aatagaattt 
300 

gagctagtag aatttgagtc tccagggaaa gagctacttg accaaattaa actagtagca 
360 

ggtagagcat gaatgacagc atattatacc atcaagatgt tcttagagca gtgtatggat 
420 

ggatcgattg tactgccatc agttgtgact gacgttgtat tcaaggagaa agagaaactt 
480 

gtttagaaag cactttgaaa gttttttgag tacgggggtg ccctgtatca ccccgttatg 
540 

gttgaacttt ctccttcaaa attaccagac ttggcagcag tggcaaatta ttgggctaaa 


agacttaatc agacatattc tgggttcaag gctcctaata taatacctgg tgcaaacatt 
660 

atacttccac tcattcagat ggttgcatcc tgccaggcat ccagtgggac tgggaatatg 


gacacttgaa cattaaacat cctgaagaat tttggaatga caggttacaa gtgaacataa 
780 

tcagttctct atattaaaaa aaaa 

804 ' 


<210> 5518 

<211> 85 

<212> PRT 

<213> Homo sapiens 


<400> 5518 

Xaa Val Trp Pro Lys His Lys Gly 
1 5 

Glu Leu Ser Ser Val Leu Tyr Cys 
20 

lie Val Val Gly Ser Ser Asp Arg 
35 40 

Gin Lys Gin Phe Lys Thr Leu Met 
50 55 

Gly Asp Met Val lie Val Pro Thr 
65 70 

Ser Asp Trp Phe Lys 


Lys Asp Pro Gin Phe Thr Phe Leu 
10 15 

Cys Asp Leu Leu He Gly lie Gly 

25 30 

lie Arg Ala Ser Ser Leu Gin Val 
45 

lie Ala Leu Gin Gin Pro Thr His 
60 

Cys Cys Ser Val He Cys Arg Ala 
75 80 
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B5 

<210> 5519 
<211> 401 
<212> DNA 

<213> Homo sapiens 
<400> 5519 

ctccataaca tccattttcc tattatgagc agaggaaata aacatgcaga tggcttggtt 
60 

tccttcgcat aacttgtaca ggggtaggta gcataaaaga cagccggtct caagaagcaa 
120 

ccatgcgcct cactacttac catgttcctg cgggcattcc cctcccgaag ggagtctctg 
180 

aaaacaaaca cacacagaag ttggcgctgg gcaccacatt ctcctcttga cctaaccatc 
240 

aggaatttgc tgtgccatct gttcataaaa cttagccagg cccagaaagc ttgtcccaac 
300 

cacatgctaa gagccaagca gatggaacag aagctccccc aagctgctgg ctcccactat 
360 

ggctgggatg aagcaagaac ctgggcccac acaggctgca a 
401 

<210> 5520 
< 211 > 101 
<212> PRT 

<213> Homo sapiens 
<400> 5520 

Met Trp Leu Gly Gin Ala Phe Trp Ala Trp Leu Ser Phe Met Asn Arg 
1 5 10 ^ 8 

Trp His Ser Lys Phe Leu Met Val Arg Ser Arg Gly Glu Cys Gly Ala 
20 . 25 30 

Gin Arg Gin Leu Leu Cys Val Phe Val Phe Arg Asp Ser Leu Arg Glu 
35 40 45 

Gly Asn Ala Arg Arg Asn Met Val Ser Ser Glu Ala His Gly Cys Phe 
50 55 60 

Leu Arg Pro Ala Val Phe Tyr Ala Thr Tyr Pro Cys Thr Ser Tyr Ala 

65 70 75 80 

Lys Glu Thr Lys Pro Ser Ala Cys Leu Phe Pro Leu Leu lie lie Gly 

85 90 95 

Lys Trp Met Leu Trp 
100 

<210> 5521 
<211> 2524 
<212> DNA 

<213 > Homo sapiens 
<400> 5521 

ngggggagct cgcccgctgt ccgccagccc gcgggaggga ggagagaagc gaagcgtttc 
60 

cgcggttggc tactcagtgt cttggtctca agttgcctca ttgcggctgg cgttcccaat 
120 
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acagacgcat 

180 

ggagcaatgg 

240 

gtcatcggga 

300 

gtcaactgtt 

360 

ctcgatatgt 

420 

catggataca 

480 

atgttagagg 

540 

atggcagcct 

600 

gagagactgg 

660 

aagttggcag 

720 

gtgatgcttg 

780 

agagtgatgg 

840 

gctatgaaga 

900 

ggagagaata 

960 

tttccagtgt 

1020 

gccacactcc 

1080 

actgcattct 

1140 

ttttgcacta 

1200 

atatattgtg 

1260 

aatctgaagg 

1320 

gaaaaccacg 

1380 

gaagtaggta 

1440 

tctcttgaaa 

1500 

tctgaggagt 

1560 

ggaaaactcc 

1620 

attccacatt 

1680 

cctattgatt 

1740 


cgtttctttt 

ttcacataaa 

aaggtactgt 

tggacgagaa 

gcaaattact 

cagccctcat 

ctggtgctga 

ttgtgggtca 

attattacac 

gcccgctgca 

taaatgagaa 

atttgatttg 

tgcattacat 

aactggacac 

atcaagaaaa 

tacagcagct 

ccgtccttac 

cctgtggaga 

atcaaacctg 

acatttacga 

gcaaacttga 

tctctcaaag 

gcgaagctga 

aaaagccaga 

taggaatgca 

tcatagaata 

tctgttctat 


ttaatactcc 

gaaaggcgag 

ccaagaagct 

tggaatgact 

actgcgacat 

gtttgctgca 

gacagatgtt 

acatgattgt 

taagccccag 

caaaattatc 

tcctctgctg 

tgagaaatgt 

aagctgtatc 

cttgatcaaa 

gatcattaga 

ggtgcgaagc 

ccaagccatc 

aaagggagca 

ccagaaaaca 

aaagcaacag 

tgtcaattct 

ggattccaat 

gttggaaggc 

gcaagtgcca 

ttgtcctcac 

caggttttca 

gattgaatgg 


ctaagaaagg 

ctgacccagg 

ggaacattat 

cctctaatgc 

ggagccgatg 

ctttctggta 

gtcaactctg 

gtgaccataa 

ggactggata 

accacaacga 

acagaagaag 

atgaagcaaa 

tttcagaaat 

agcttgctaa 

gaaagtatca 

atcgctccag 

actggccagg 

agtaaaagat 

cactggttta 

ttggaggctg 

aactgtgtta 

cctgaagatt 

ttacaggatg 

gtgtggatgg 

cttgttatac 

agcaaacccc 

atattcctat 


gaataacctt 

aggagaagga 

tatccagcaa 

atgcagcata 

taaattgtca 

ataaagacat 

tgggaagaac 

tcaacaattt 

aagagccaaa 

atcttcatcc 

cagccctgaa 

gagacatgaa 

gcattaactt 

aaggccgagc 

gaaaatttcc 

ttgaaattgg 

tgggttttgt 

gttcagtttg 

ctcataagaa 

ccaaagaaaa 

atgaagagca 

ccggggaagg 

ctcctgcagg 

tcctcaccct 

ctgcgtggca 

tgttgaccat 

ggaaaatttt 


caagctggcg 

gctactggaa 

gaatgttcgt 

taaaggaaaa 

tcagcatgaa 

cacatgggta 

agcagctcag 

ctttcctcga 

actgccccca 

tgtcaagatc 

taaatgctac 

tgaagtattg 

cttaaaagat 

ttctgatggc 

atactgtgaa 

ttctgatccc 

ggatgtggaa 

caaaatggta 

aatctgtaag 

gagacaagag 

accagaggct 

aaagaaagaa 

gccacaggtg 

gcaagaagct 

ccatggcagg 

gccctaattt 

ttgtttcaaa 
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atacaggaaa aacataccta ttacctttct gaggctggct ttccagcaat tgtttcaaag 
1800 

gaaaatagat ccccttaaag aaaaaataca ggctttaggg aacaaaggga caagcagaac 
1860 

aggtgtggaa gagagatttt caggaaggga aaaatttata gctacagagg gtagttagaa 
1920 

aaatcataac ttatatgtga ataaaataca tataagcagc atttacggta gtggcattct 
1980 

acttattaag atgcaatgaa atgaagaaag gctttatgtt caaggacctt tgccatagtt 
2040 

cagctaattg tagttttata tagaaatgat cctgaacact ctgaacttga cgtagtcctg 
2100 

cggtgatatt ctatctgcag tatttgtacc tccagaatgg cagatccctc agcaggaaca 
2160 

aaggcatatt gacggttctc tcagcgtatg cattaaaaaa ggtacttcct gaaacttttg 
2220 

attcaataat gactaaacat actatgtaca caattactgt aaggctaatt cacgtgccat 
2280 

acgccacctg aaagcctgag ttatcttgct ataagctttt catggagcac ttcctttcca 
2340 

gaaactgatt tgtaactcat ttagagaatg tcctggcgtc ggtttttagc atatgtggta 
2400 

tttaaacaga gctagaatgt gatgtctgaa gataatgctg catttctggg tttcttgtgt 
2460 

ggattttaaa ataaattgtg cctacaaata taaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

2520 

aaaa 

2524 

<210> 5522 
<211> 441 
<212> PRT 

<213 > Homo sapiens 
<400> 5522 

Met Val His lie Lys Lys Gly Glu Leu Thr Gin Glu Glu Lys Glu Leu 
1 5 10 15 

Leu Glu Val He Gly Lys Gly Thr Val Gin Glu Ala Gly Thr Leu Leu 
20 25 30 

Ser Ser Lys Asn Val Arg Val Asn Cys Leu Asp Glu Asn Gly Met Thr 
35 40 45 

Pro Leu Met His Ala Ala Tyr Lys Gly Lys Leu Asp Met Cys Lys Leu 
50 55 60 

Leu Leu Arg His Gly Ala Asp Val Asn Cys His Gin His Glu His Gly 

65 70 75 80 

Tyr Thr Ala Leu Met Phe Ala Ala Leu Ser Gly Asn Lys Asp lie Thr 

85 90 95 

Trp Val Met Leu Glu Ala Gly Ala Glu Thr Asp Val Val Asn Ser Val 
100 105 110 

Gly Arg Thr Ala Ala Gin Met Ala Ala Phe Val Gly Gin His Asp Cys 
115 120 125 

Val Thr lie lie Asn Asn Phe Phe Pro Arg Glu Arg Leu Asp Tyr Tyr 
130 135 140 

Thr Lys Pro Gin Gly Leu Asp Lys Glu Pro Lys Leu Pro Pro Lys Leu 
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145 150 

Ala Gly Pro Leu His Lys He lie 
165 

Lys lie Val Met Leu Val Asn Glu 
180 

Ala Leu Asn Lys Cys Tyr Arg Val 
195 200 

Met Lys Gin Arg Asp Met Asn Glu 
210 215 

lie Ser Cys lie Phe Gin Lys Cys 
225 230 

Asn Lys Leu Asp Thr Leu lie Lys 
245 

Asp Gly Phe Pro Val Tyr Gin Glu 
260 

Lys Phe Pro Tyr Cys Glu Ala Thr 
275 280 

lie Ala Pro Val Glu lie Gly Ser 
290 295 

Thr Gin Ala lie Thr Gly Gin Val 
305 310 

Thr Thr Cys Gly Glu Lys Gly Ala 
325 

Met Val lie Tyr Cys Asp Gin Thr 
340 

His Lys Lys He Cys Lys Asn Leu 
355 360 

Leu Glu Ala Ala Lys Glu Lys Arg 
370 375 

Asp Val Asn Ser Asn Cys Val Asn 
385 390 

Gly lie Ser Gin Arg Asp Ser Asn 
405 

Lys Glu Ser Leu Glu Ser Glu Ala 
420 

Pro Ala Gly Pro Gin Val Ser Glu 
435 440 


155 160 

Thr Thr Thr Asn Leu His Pro Val 
X70 175 

Asn Pro Leu Leu Thr Glu Glu Ala 

185 190 

Met Asp Leu lie Cys Glu Lys Cys 
205 

Val Leu Ala Met Lys Met His Tyr 
220 

lie Asn Phe Leu Lys Asp Gly Glu 
235 240 

Ser Leu Leu Lys Gly Arg Ala Ser 
250 255 

Lys He lie Arg Glu Ser lie Arg 
265 270 

Leu Leu Gin Gin Leu Val Arg Ser 
285 

Asp Pro Thr Ala Phe Ser Val Leu 
300 

Gly Phe Val Asp Val Glu Phe Cys 
315 320 

Ser Lys Arg Cys Ser Val Cys Lys 
330 335 

Cys Gin Lys Thr His Trp Phe Thr 
345 350 

Lys Asp lie Tyr Glu Lys Gin Gin 
365 

Gin Glu Glu Asn His Gly Lys Leu 
380 

Glu Glu Gin Pro Glu Ala Glu Val 
395 400 

Pro Glu Asp Ser Gly Glu Gly Lys 
410 415 

Glu Leu Glu Gly Leu Gin Asp Ala 
425 430 

Glu 


<210> 5523 

<211> 6190 

<212> DNA 

<213> Homo sapiens 

<400> 5523 

naaaacctcc tgggaaataa 
60 

acgccatggc ggggaccgga 
120 

gaagcaggct gcgggccgtc 
180 

cgcggggaag ctcctggccc 
240 

tcgggggagc ggtggagccc 
300 


ccgtgacccc ctggctcgtg 
gtgagaaacc ggtgtctgtc 
ccagcacgac gtggagcccc 
cgggagacgg ggggctaagg 
cgagttccat ctgcagagga 


ggggccgcct gttctcacta 
actgactgca aagtgagcga 
gcggagacct cgagatgccc 
acgaggccct gggcgaagaa 
aattggcgga cagcagccac 
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agtgaacagc aagatcgaaa 
360 

aaaaaatact tcccctcgga 
420 

gctctccgct gtgtccacag 
480 

aatggagcac ctcaggcaga 
54 0 

tcagaacaca cttccaaaaa 
600 

aggttagtgc acatttctga 
660 

gcgtcttctc actttgttga 
720 

actgccagag ctcagcttcc 
780 

tgtgctccgg tgaaaccttt 
840 

aagtgtcact ccccattccg 
900 

ccagaattgg aatcggaacc 
960 

gaagctcctc ggatcccagt 
1020 

gtttttcttg aagtagatga 
1080 

attggaacat cgatcctaag 
1140 

caccaaaaag ggcatcctcc 
1200 

gactacatca tactggattc 
1260 

tctttcatca ttggtcggca 
1320 

accaaaatta aaaagatgaa 
1380 

tacaaacttc tcttacagcc 
1440 

agcagcgggt cgcaggagca 
1500 

cgtgtggagg agacgaaggc 
1560 

aaaattaaaa atctgggtca 
1620 

ccagtgacgg ggacacgcac 
1680 

ttccaccaaa cactgaaaaa 
1740 

gatgagcaca gcccatccta 
1800 

aagagctaca acattccagc 
1860 

tcctcctcag aagaagacaa 
1920 


cagagtttct gaagaactta 
gagacgcaat aaaccaagca 
cgttcaagca aacagtgagt 
tgtgagcatg tacagtcttg 
cacagatacc tttgtggcag 
acaggctgct ttgatcctga 
cctgcttgca cctcaagaca 
tttctggaac aactggaccc 
tttctgcagg atccgtggag 
gatcatcccc tatctgattc 
ttgctgtctc actgtggttg 
gaataaaaga atcttcacca 
aaaagcagtg cctttgctgg 
ctacctgcac cctgaagatc 
ctttgaacat tctcccattc 
cagttggtcc agctttgtga 
taaagttcga acgagcccac 
cgataatgac aaagacataa 
agttcacgtg agcgtgtcca 
gcttgtcagc atcgcctcct 
ggagcagatg accttgcagc 
gcagctctac attgagtcaa 
agaaccgaat ggtggtggtg 
caatagtgtg tacactgagc 
tcaacagatc aactgtatcg 
tttgaaaaga aagtgtatct 
acagaaccac aaggcagatg 


tcatggttgt ccaagaaatg 
ctctagatgc cctcaactat 
ttttccagat tctcagtcag 
aggagctggc cactatcgct 
tattttcatt tctgtctgga 
atcgtaagaa agatgtcctg 
tgagggtatt ctacgcgcac 
aaagagctgc acggtatgaa 
gtgaagacag aaagcaagag 
atgtacatca ccctgcccag 
aaaagattca ctctggttat 
ccacacacac cccagggtgt 
gttacctacc tcaggacctg 
gttctctgat ggttgccata 
gattttgtac tcaaaacgga 
atccctggag ccggaagatt 
taaatgagga tgtttttgct 
cagaattaca agaacaaatt 
gcggctacgg gagcctgggg 
ccagtgaggc cagtgggcac 
aggtctatgc cagtgtgaac 
tgaccaaatc atcattcaag 
aatgtaagac ctttacttcc 
cctgtgagga tttgaggaac 
acagtgtcat cagatacctg 
cctgtacaaa tacaacttct 
atgtccaagc cttacaaggt 


4698 



WO 00/58473 


PCT/US00/08621 


aacaagaatg cccctcagaa 
1980 

gctccacaga tcctgtccac 
2040 

tacagcagca ccattgtcca 
2100 

tgtgagccct ggaccctgaa 
2160 

gtggggctca cagcggctgt 
2220 

gataaattcc gagaaaagat 
2280 

aggagcaaag ctaaatattc 
2340 

gccggctgca ggaaagggaa 
2400 

agctcgaaca ccggctctgg 
2460 

ccctccgcgg cctcctctcc 
2520 

cccagccagg ccccttacct 
2580 

agagaatacg cagcccccgg 
2640 

ggcttgcagc cttacccagc 
2700 

ctgcctgacc cccctgtctg 
2760 

ggggcgacag cctcttctgc 
2820 

gacccacccc cttcagtcac 
2880 

gaggggcacc cgttcattac 
2940 ' 

gaagagatgc ccagaccctc 
3000 

actgagtatc agtgtgttac 
3060 

gcactgtcca cggggtcacc 
3120 

tccacaggat cgcctcccat 
3180 

ggatcgcctc ccatgaagaa 
3240 

cctcccagca ggactccatc 
3300 

agcgaatccc catccagaac 
3360 

cttactagta gtgtttattc 
3420 

cagaaaaaag aaacatttcc 
3480 

acacctgagc gcattctcat 
3540 


aatgccaaca aatggacggt 
ggcgatgctg agcttggggt 
tgtcccaccc ccagagacag 
catgcagcca gcccctttga 
tctgtcagcg cacacccaga 
cctgtcatca ccctacagct 
atattttcaa ggagattcta 
gcacaagcgg aagaagctgc 
tccccgcagg ggagcgcatc 
gcacacctcg agcccgacct 
cgtcccagct tttcccctcc 
aactgcaccg gaaggcctgc 
tttccctttt ccttacttgg 
tcctctgttg tcgccatcgt 
gatatcaccc tcaatgtcgt 
cagccaaagg agagaggagg 
ttcgagaagc agctcaccct 
tgaatctcca gatcagatga 
aggcaacaat ggcagtgaga 
tcccagggag aatccatccc 
gaagaatcca tcccatccta 
tccatcccat cctactgcca 
ccatcctact gccactgttc 
tggttcagca gcatcaggaa 
ttctaaaatc tcccaaaatg 
taatgtcgcc gaagagccca 
gacataccag gtacctgaga 


ccatagacac aggaggagga 
cgggcrataag ccaatgcggt 
ccagggatgc taccctcttc 
cc tcggaaga atttaaacac 
aggaagagca gaattatgtt 
cctatcttca gcaagaaagc 
cttccaagca gacgcggtcg 
cggagccgcc agacagcagc 
agaacgcaca gccctgctgc 
tcccacctgc cgccatggtg 
cagccgcgac ctcacccgga 
atgggccgcc cttgtccgag 
atacttttat gaccgttttc 
ttttgccatg tccattcctg 
cagcaatgag tccaactctg 
aaaagtggga ggcacaaagc 
tgcagttaaa cttacttcag 
gaaggaacac gtgcccacaa 
gcagtcctgc tactaccggt 
atcctactgc cagcgctctg 
ctgccagcgc tctgtccaca 
gcacactgtc catgggattg 
tgtccacggg gtcacctccc 
gcagcgacag cagtatatac 
ggcagcaatc tcaggacgta 
tctggagaat gatacggcag 
gggttaaaga agttgtacta 
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aaagaagacc tggaaaagct agaaagtatg aggcagcagc agccccagtt ttctcatggg 
3600 

caaaaggagg agctggctaa ggtgtataat tggattcaaa gccagactgt cactcaagaa 
3660 

atcgacattc aagcctgtgt cacttgtgaa aatgaagatt cagctgatgg tgcggccaca 
3720 

tcctgtggtc aggttctggt agaagacagc tgttgagtga ctgtgaggat gaaccttcat 
3780 

accctttcca agacgtgtta cacagacaga cctttttaag tcctggactt ttaaatgacc 
3840 

atgaagttat cattgaatgt taagattttt tcttcttgat tttttaatac acgtaatctt 
3900 

tttgaagcag acattgtata cagaatctta cttctctttg ttcctgatat attaaaatgg 
3960 

ccagttaggc tctttttgta gttgaattgt cttctaaaga gattggatgg cctctaaaga 
4020 

ggtatgtgta tctttatttc agatgtcacc cagagtaaat tataattaga agtatagcta 
4080 

gaatgagccc caaaccttag cctcatttat tttgttctgt tacataagtc attttcccct 
4140 

tagagtgctt gaagaaatgc cacctacagg ttgtgtactt ttcataatgg tttccatgaa 
4200 

tgtagtacgt tcatacaggc ttcattcaac ctggcgttcc cctccataat taagatgaaa 
4260 

cattccggtt ttctcacaac acattagcac atactgtcca ttagcatatc tgggataacc 
4320 

aggttttggg ggttgagttt tggccttcat ccttgtagat ccctttccta ttgatttccc 
4380 

accttccagt gaaattctga aagtcttatc ttaaaaatcg atccgcttac catgggccta 
4440 

ttcttgtaag tttcagttag catttgcatg tgtaatatta aaatgaaaga gcttcttacc 
4500 

cagtgctgtt gcccttttga gtatttttgt ttttaaaata atgattgtaa aatgttttac 
4560 

aagtaatgta aaagctagta tcattcttac atacttctgt gtttaaattt tcattcttac 
4620 

caaaacagtt aactctttct ttccaatcaa tttatacaaa agaggtcgct ccagccctac 
4680 

cacaggtctg actggcactg ccttttgttt gcccttgaac agggcagtgt tgtggggact 
4740 

gcaaaagaga aaacgtccag gcgagcccag ttgtcctcgc ccacagggtc ctgcaggctc 
4800 

catcagtcac cgctttctat ggcgtttgta gttgtgtctt ttaagaagtg agtgtgattg 
4860 

tttacttgat aaatcagctc actctctggt gctttttaga gaagtccctg attccttctt 
4920 

aaacttggaa tgatagatga aattcacacc cctgcagatc agaaaaaaca aatagaagaa 
4980 

aatgagggtt acagtaacct gttgtcttta tataacttgc aacaaactaa tttatttttt 
5040 

tttccttttt ttgtttttgg ttttttatgg ttttttaagg aaaatacttt tctcctttga 
5100 

agttttacag ctttttgtaa atgcgtcctg ataatgatta ggaaaatcga ccttttcatc 
5160 
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catgatgacc atcctcatag ctcagatctc ctttcaaagt agtggctttc tggatggtaa 
5220 

ttccatctta aggtgtcaga actattttca aatgctgcct ttgacagttc ttggaatttt 
5280 

ctgatattaa gcagttccat gcaaatattc gtgttttata aatagctctc atagtctgct 
5340 

ccatcttgat agttaagtga tttctgaagc gtttgtgtgt gtgttgatca ggttgtgtga 
5400 

tatttttgct tgataaagaa tcaaatttga aacaattaac cagccagtag attgtctgtc 
5460 

agtgaccttc tgtagtaata aagtttttgc cactgtaaat aaaaacagta tccgtagcta 
5520 

tcaggatcat tgcgcactca tatatgctaa gccttctgtt ctctaataga agcctttctt 
5580 

ttccattgtt tctggatatt tgtattatcc aaatgtgctt atttctttgc cttagcacac 
5640 

gttttatgga gtacttgtta tactaggttt gatttgaaac tggtgcttgt cgcagaactg 
5700 

tcagagcatg aggagcgctc ctcctgtggg tggacgcatt cacgcactcc caggttgcac 
5760 

ctgctgctgg cggtgagcag ggggttcagc agcttgaccg atgccccccg agggggctct 
5820 

ccccagctta aactttgttg tttaaatttg ttaacttttt atattaatga ctattgaaag 
5880 

tggtaataaa aatttatatt ataggcttca atgttttcat gaatgttacc caaaaagctg 
5940 

tgttttcttt ggtcagaggt caaaatttat gaaaaacaaa atgctgtatg aatggaaatc 
6000 1 

attttgcaat tgagtgacac ttcattgtaa ttcacagtgt aaatttaatc caaactgaaa 
6060 

ttttgtttca actgaatttg taattaactc tgaatttgtt tttaatcatt agtaatattt 
6120 

cagttgggta tctttttaag taaaaacaac aaataaactc tgtacatgta aaacgtgaaa 
6180 

aaaaaaaaaa 

6190 

<210> 5524 
<211> 1193 
<212 > PRT 

<213 > Homo sapiens 


<400> 5524 


Met 

Pro 

Arg 

Gly 

Glu 

Ala 

Pro Gly Pro Gly Arg Arg 

Gly 

Ala Lys 

Asp 

1 




5 




10 




15 


Glu 

Ala 

Leu 

Gly 

Glu 

Glu 

Ser Gly Glu Arg 

Trp 

Ser 

Pro 

Glu Phe 

His 




20 




25 





30 


Leu 

Gin 

Arg 

Lys 

Leu 

Ala 

Asp Ser 

Ser 

His 

Ser 

Glu 

Gin 

Gin Asp 

Arg 



35 




40 





45 



Asn 

Arg 

Val 

Ser 

Glu 

Glu 

Leu lie 

Met 

Val 

Val 

Gin 

Glu 

Met Lys 

Lys 


50 





55 




60 




Tyr 

Phe 

Pro 

Ser 

Glu 

Arg 

Arg Asn 

Lys 

Pro 

Ser 

Thr 

Leu 

Asp Ala 

Leu 

65 





70 




75 




80 

Asn 

Tyr 

Ala 

Leu 

Arg 

Cys 

Val His 

Ser 

Val 

Gin 

Ala 

Asn 

Ser Glu 

Phe 
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85 

Phe Gin lie Leu Ser Gin Asn Gly 
100 

Tyr Ser Leu Glu Glu Leu Ala Thr 
115 120 
Asn Thr Asp Thr Phe Val Ala Val 
130 135 

Val His lie Ser Glu Gin Ala Ala 
145 150 

Val Leu Ala Ser Ser His Phe Val 
165 

Arg Val Phe Tyr Ala His Thr Ala 
180 

Asn Trp Thr Gin Arg Ala Ala Arg 
195 200 

Phe Phe Cys Arg lie Arg Gly Gly 
210 215 

His Ser Pro Phe Arg lie lie Pro 
225 230 

Ala Gin Pro Glu Leu Glu Ser Glu 
245 

Lys lie His Ser Gly Tyr Glu Ala 
260 

lie Phe Thr Thr Thr His Thr Pro 
275 280 

Glu Lys Ala Val Pro Leu Leu Gly 
290 295 

Thr Ser lie Leu Ser Tyr Leu His 
305 310 

Ala He His Gin Lys Gly His Pro 
325 

Phe Cys Thr Gin Asn Gly Asp Tyr 
340 

Ser Phe Val Asn Pro Trp Ser Arg 
355 360 

His Lys Val Arg Thr Ser Pro Leu 
370 375 

lie Lys Lys Met Asn Asp Asn Asp 
385 390 

Gin lie Tyr Lys Leu Leu Leu Gin 
405 

Gly Tyr Gly Ser Leu Gly Ser Ser 
420 

lie Ala Ser Ser Ser Glu Ala Ser 
435 440 

Ala Glu Gin Met Thr Leu Gin Gin 
450 455 

Lys Asn Leu Gly Gin Gin Leu Tyr 
465 470 

Phe Lys Pro Val Thr Gly Thr Arg 
485 

Cys Lys Thr Phe Thr Ser Phe His 
500 


90 95 

Ala Pro Gin Ala Asp Val Ser Met 
105 110 

lie Ala Ser Glu His Thr Ser Lys 
125 

Phe Ser Phe Leu Ser Gly Arg Leu 
140 

Leu lie Leu Asn Arg Lys Lys Asp 
155 160 
Asp Leu Leu Ala Pro Gin Asp Met 
170 175 

Arg Ala Gin Leu Pro Phe Trp Asn 
185 190 

Tyr Glu Cys Ala Pro Val Lys Pro 
205 

Glu Asp Arg Lys Gin Glu Lys Cys 
220 

Tyr Leu lie His Val His His Pro 
235 240 

Pro Cys Cys Leu Thr Val Val Glu 
250 255 

Pro Arg lie Pro Val Asn Lys Arg 
265 270 

Gly Cys Val Phe Leu Glu Val Asp 
285 

Tyr Leu Pro Gin Asp Leu lie Gly 
300 

Pro Glu Asp Arg Ser Leu Met Val 
315 320 

Pro Phe Glu His Ser Pro lie Arg 
330 335 

lie lie Leu Asp Ser Ser Trp Ser 
345 350 

Lys lie Ser Phe lie lie Gly Arg 
365 

Asn Glu Asp Val Phe Ala Thr Lys 
380 

Lys Asp lie Thr Glu Leu Gin Glu 
395 400 

Pro Val His Val Ser Val Ser Ser 
410 415 

Gly Ser Gin Glu Gin Leu Val Ser 
425 430 

Gly His Arg Val Glu Glu Thr Lys 
445 

Val Tyr Ala Ser Val Asn Lys Tie 
460 

lie Glu Ser Met Thr Lys Ser Ser 
475 480 

Thr Glu Pro Asn Gly Gly Gly Glu 
490 495 

Gin Thr Leu Lys Asn Asn Ser Val 
505 510 
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Tyr 

515 

Thr 

Glu 

Pro 

Tyr 

Gin 

530 

Gin 

lie 

Tyr 

545 

Asn 

lie 

Pro 

Thr 

Ser 

Ser 

Ser 

Val 

Gin 

Ala 

Leu 

580 

Asn Gly 

Arg 

595 

Ser 

Thr 

Ala 

610 

Met 

Leu 

Ser 

625 

Thr 

lie 

Val 

Leu 

Phe 

Cys 

Glu 

Ser 

Glu 

Glu 

Phe 

660 

His 

Thr 

Gin 

675 

Lys 

He 

Leu 

690 

Ser 

Ser 

Lys 

705 

Ala 

Lys 

Tyr 

Arg 

Ser 

Ala 

Gly 

Glu 

Pro 

Pro 

Asp 

740 

Gly Ala 

His 

755 

Gin 

Pro 

His 

770 

Thr 

Ser 

Gin 

785 

Ala 

Pro 

Tyr 

Pro Gly 

Arg 

Glu 

Gly 

Pro 

Pro 

Leu 

820 

Pro 

Tyr 

Leu 

835 

Asp 

Cys 

Pro 

850 

Leu 

Leu 

Thr 

865 

Ala 

Ser 

Ser 

Thr 

Leu 

Asp 

Pro 

Lys 

Trp 

Glu 

Ala 

900 

Ser 

Ser 

Pro 

915 

Leu 

Ser 

Glu 

930 

Ser 

Pro 


Cys 

Glu 

520 

Asp 

Leu 

Asn 

Cys 

lie 

535 

Asp 

Ala 

Leu 

550 

Lys 

Arg 

Ser 

565 

Glu 

Glu 

Asp 

Gin 

Gly 

Asn 

Lys 

lie 

Asp 

Thr 

Gly 

600 

Ser 

Leu 

Gly 

615 

Ser 

His 

Val 

630 

Pro 

Pro 

Pro 

645 

Trp 

Thr 

Leu 

Lys 

His 

Val 

Gly 

Glu 

Glu 

Gin 

Asn 

680 

Pro 

Tyr 

Ser 

695 

Ser 

Ser 

Tyr 

710 

Phe 

Gin 

Cys 

725 

Arg 

Lys 

Gly 

Ser 

Ser 

Ser 

Ser 

Asn 

Ala 

Gin 

Pro 

760 

Ser 

Pro 

Thr 

775 

Phe 

Leu 

Val 

790 

Pro 

Ala 

Tyr 

805 

Ala 

Ala 

Pro 

Ser 

Glu 

Gly 

Leu 

Thr 

Phe 

Met 

Thr 

840 

Ser 

Pro 

Ser 

855 

Phe 

Ala 

lie 

870 

Ser 

Pro 

Pro 

885 

Pro 

Ser 

Val 

Gin 

Ser 

Glu Gly 

Gin 

Leu 

Asn 

Leu 

920 

Asp 

Gin 

Met 

935 

Arg 


Arg 

Asn 

Asp 

525 

Glu 

Ser 

Val 

lie 

Arg 

540 

Lys 

Cys 

lie 

555 

Ser 

Lys 

Gin 

570 

Asn 

His 

Asn 

585 

Ala 

Pro 

Gin 

Gly 

Gly 

Ala 

Pro 

Gly 

lie 

Ser 

Gin 

620 

Pro 

Glu 

Thr 

635 

Ala 

Asn 

Met 

650 

Gin 

Pro 

Leu 

665 

Thr 

Ala 

Ala 

Tyr 

Val 

Asp 

Lys 

Tyr 

Leu 

Gin 

Gin 

700 

Gly 

Asp 

Ser 

715 

Thr 

Lys 

His 

730 

Lys 

Arg 

Asn 

745 

Thr 

Gly 

Ser 

Cys 

Cys 

Pro 

Ser 

Pro 

Pro 

Ala 

Ala 

780 

Phe 

Pro 

Leu 

795 

Pro 

Gly 

Thr 

810 

Ala 

Pro 

Gin 

825 

Pro 

Tyr 

Pro 

Val 

Phe 

Leu 

Pro 

Leu 

Pro 

Cys 

Pro 

860 

Ser 

Met 

Ser 

875 

Ser 

Thr 

Ser 

890 

Gin 

Arg 

His 

Pro 

Phe 

lie 

905 




Leu 

Gin 

Glu 

Glu 

Arg 

Asn 

Thr 

Cys 

940 


His 

Ser 

Pro 

Ser 

Tyr 

Leu 

Lys 

Ser 

Cys 

Thr 

Asn 

Thr 

Lys 

Ala 

Asp 

560 

Asp 

Lys 

Met 

575 

Pro 

Thr 

Gin 

590 

lie 

Leu 

Ser 

605 

Cys 

Gly 

Tyr 

Ser 

Arg 

Asp 

Ala 

Thr 

Ala 

Pro 

Leu 

640 

Thr 

Val 

Leu 

655 

Ser 

Ala 

Phe 

670 

Arg 

Glu 

Lys 

685 

Glu 

Ser 

Arg 

Ser 

Ser 

Lys 

Gin 

Thr 

Lys 

Lys 

Leu 

720 

Pro 

Gly 

Pro 

735 

Arg 

Arg 

Ala 

750 

Ala 

Ser 

Ser 

765 

Met 

Val 

Pro 

Ser 

Ala 

Ala 

Thr 

Ser 

Glu 

Gly 

Leu 

800 

His 

Ala 

Phe 

815 

Pro 

Phe 

Asp 

830 

Pro 

Pro 

Val 

845 

Phe 

Leu 

Gly 

Ala 

Ala 

Met 

Ser 

Pro 

Arg 

Glu 

Glu 

880 

Glu 

Thr 

Ser 

895 

Arg 

Ser 

Met 

910 

Pro 

Arg 

Pro 

925 

Pro 

Gin 

Thr 

Glu 
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Tyr Gin Cys Val Thr Gly Asn Asn Gly Ser Glu Ser Ser Pro Ala Thr 

945 950 955 960 

Thr Gly Ala Leu Ser Thr Gly Ser Pro Pro Arg Glu Asn Pro Ser His 

965 970 975 

Pro Thr Ala Ser Ala Leu Ser Thr Gly Ser Pro Pro Met Lys Asn Pro 
980 985 990 

Ser His Pro Thr Ala Ser Ala Leu Ser Thr Gly Ser Pro Pro Met Lys 
995 1000 1005 

Asn Pro Ser His Pro Thr Ala Ser Thr Leu Ser Met Gly Leu Pro Pro 
1010 1015 1020 

Ser Arg Thr Pro Ser His Pro Thr Ala Thr Val Leu Ser Thr Gly Ser 
1025 1030 1035 1040 

Pro Pro Ser Glu Ser Pro Ser Arg Thr Gly Ser Ala Ala Ser Gly Ser 
1045 1050 1055 

Ser Asp Ser Ser He Tyr Leu Thr Ser Ser Val Tyr Ser Ser Lys lie 
1060 1065 1070 

Ser Gin Asn Gly Gin Gin Ser Gin Asp Val Gin Lys Lys Glu Thr Phe 
107S 1080 1085 

Pro Asn Val Ala Glu Glu Pro lie Trp Arg Met lie Arg Gin Thr Pro 
1090 1095 1100 

Glu Arg lie Leu Met Thr Tyr Gin Val Pro Glu Arg Val Lys Glu Val 

1105 1110 1115 1120 

Val Leu Lys Glu Asp Leu Glu Lys Leu Glu Ser Met Arg Gin Gin Gin 

1125 1130 1135 

Pro Gin Phe Ser His Gly Gin Lys Glu Glu Leu Ala Lys Val Tyr Asn 
1140 1145 1150 

Trp lie Gin Ser Gin Thr Val Thr Gin Glu lie Asp lie Gin Ala Cys 
1155 1160 1165 

Val Thr Cys Glu Asn Glu Asp Ser Ala Asp Gly Ala Ala Thr Ser Cys 
1170 1175 1180 

Gly Gin Val Leu Val Glu Asp Ser Cys 
1185 1190 

<210> 5525 
<211> 761 
<212> DNA 

<213> Homo sapiens 
<400> 5525 

nggatccaag gtgagttgtc tggcaagaga agagtaggac tctgcatacc atgcccagag 
60 

ctgagatgga ctttatctgc ctacctgcct ctgcttgctc agtgggaaca tgaggagaga 
120 

gtgggcatca gtggttctgg ggcagggtct ctcttctgag atggggatta aggaagaggg 
180 

tgagcagggg tggatgttta gggggatgcc taaattcccc agtaaggaga ccgcagataa 
240 

actcaactct gtccatctta gcagggctat gtgacctttg aggatgtggc tgtctacttc 
300 

tcccaggagg aatggagatt gcttgatgac gctcagaggc tcctctaccg caatgtgatg 
360 

ctggagaact ttacacttct ggcctctctg ggacttgcgt cttccaagac ccatgaaata 
420 
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acccagctgg agtcatggga ggagcccttc atgcctgctt gggaagttgt gacttcagcc 
480 

ataccgagag aaactctgag gatggccttt atgagggagc tggcaattga acatcattca 
540 

tctaaatatg cacactggag gcaagatgag aattcctgac agattgtcct tcctgagaag 
600 

acagccctct gccttggagc tccagagaga gggagccctg tattcttggc tgtacccgtc 
660 

gaatggagtt ttgatctcgc tgagtttgga gttgggggag gaaaggagtg gtcttggttc 
720 

aaatgtgact cacttttgct gttcttgtga atgttagatc t 
761 

<210 > 5526 
< 211 > 102 
<212 > PRT 

<213 > Homo sapiens 
<400> 5526 

Val Thr Phe Glu Asp Val Ala Val Tyr Phe Ser Gin Glu Glu Trp Arg 
1 5 10 15 

Leu Leu Asp Asp Ala Gin Arg Leu Leu Tyr Arg Asn Val Met Leu Glu 
20 25 30 

Asn Phe Thr Leu Leu Ala Ser Leu Gly Leu Ala Ser Ser Lys Thr His 
35 40 45 

Glu lie Thr Gin Leu Glu Ser Trp Glu Glu Pro Phe Met Pro Ala Trp 
50 55 60 

Glu Val Val Thr Ser Ala He Pro Arg Glu Thr Leu Arg Met Ala Phe 

65 70 75 80 

Met Arg Glu Leu Ala lie Glu His .His Ser Ser Lys Tyr Ala His Trp 

85 90 95 

Arg Gin Asp Glu Asn Ser 
100 

<210> 5527 

<211> 728 

<212> DNA 

<213> Homo sapiens 

<400> 5527 

nnagatctga cactaaaggg catgagaacc actggatatc tgtatattcc ggctttggca 
60 

gcgttgcact ctcccagttc tctactctcc cctcaggtca ccggattgaa actgtctcag 
120 

gaccttgatg atcttgccat tctctacctg gccacagttc aagccattgc tttggggact 
180 

cgcttcatta tagaagccat ggaggcagca gggcactcaa tcagtactct tttcctatgt 
240 

ggaggcctca gcaagaatcc cctttttgtg caaatgcatg cggacattac tggcatgcct 
300 

gtggtcctgt cgcaagaggt ggagtccgtt cttgtgggtg ctgctgttct gggtgcctgt 
360 

gcctcagggg atttcgcttc tgtacaggaa gcaatggcaa aaatgagcaa agttgggaaa 
420 
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gttgtgCtcc cgagactaca ggataaaaaa tactatgata agaaatacca agtattcctg 
480 

aagctggttg aacaccagaa ggagtatttg gcgatcatga atgatgactg aacagggctt 
540 

gcaggtgctg atgccagaag cttatgtgcc attgcattaa agacttctgt catttgatcc 
600 

atgttcaaga cccttgaggt attgtttcat catttctgta ttgtctttca ataaagaaaa 
660 

caaacatgtg caaccagaaa aaaaaaaaaa aaaaataaaa aaaaaaaaaa aaaaaaaaaa 
720 

aaaaaaaa 
728 

<2 10> 5528 
<211> 176 
<212> PRT 
<2 13 > Homo sapiens 

<400> 5528 
Xaa Asp Leu Thr Leu 
1 5 

Pro Ala Leu Ala Ala 
20 

Val Thr Gly Leu Lys 
35 

Tyr Leu Ala Thr Val 
50 

Glu Ala Met Glu Ala 
65 

Gly Gly Leu Ser Lys 
85 

Thr Gly Met Pro Val 
100 

Gly Ala Ala Val Leu 
115 

Gin Glu Ala Met Ala 
130 

Arg. Leu Gin Asp Lys 
145 

Lys Leu Val Glu His 
165 

<210> 5529 
<211> 2602 
<212> DNA 
<213> Homo sapiens 

<400> 5529 

nntgcccacc ttttgtgggg ggggaaagga cacaaggttt tttttttttt ttttttttta 
60 

gcaatggcgg ttcccggcgt ggggctcttg acccgtttga acctgtgtgc ccggagaaga 
120 

actcgagtcc agcggcctat cgtcaggctt ttgagttgcc caggaactgt ggccaaagac 
180 


Lys 

Gly 

Met 

Arg 

Thr 

Thr Gly 

Tyr 

Leu 

Tyr 

lie 





10 




15 


Leu 

His 

Ser 

Pro 

Ser 

Ser Leu 

Leu 

Ser 

Pro 

Gin 




25 




30 



Leu 

Ser 

Gin Asp 

Leu 

Asp Asp 

Leu 

Ala 

lie 

Leu 



40 




45 




Gin 

Ala 

He 

Ala 

Leu 

Gly Thr 

Arg 

Phe 

lie 

lie 


55 




60 





Ala 

Gly 

His 

Ser 

lie 

Ser Thr 

Leu 

Phe 

Leu 

Cys 

70 




75 




80 

Asn 

Pro 

Leu 

Phe 

val 

Gin Met 

His 

Ala 

Asp 

lie 





90 




95 


Val 

Leu 

Ser 

Gin 

Glu 

Val Glu 

Ser 

Val 

Leu 

Val 




105 




110 



Gly 

Ala 

Cys 

Ala 

Ser 

Gly Asp 

Phe 

Ala 

Ser 

Val 



120 




125 




Lys 

Met 

Ser 

Lys 

Val 

Gly Lys 

Val 

Val 

Phe 

Pro 


135 




140 





Lys 

Tyr 

Tyr Asp 

Lys 

Lys Tyr 

Gin 

Val 

Phe 

Leu 

150 





155 




160 

Gin 

Lys 

Glu 

Tyr 

Leu 

Ala lie 

Met 

Asn Asp 

Asp 





170 




175 
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cttaggagag acgagcagcc ttcagggagc 
240 

aaaaggagat tctctgagat gcaaaatgaa 
300 

atacattgcc cagagaaaat cagtgaaaac 
360 

cctattaata atcatttctt ctatgaaagc 
420 

caaaaggaaa gcataggttc actgcagaat 
480 

actgcaattc cattcagatc acgtttcttc 
540 

cggtcacgcg tacggtcaag taatcagttg 
600 

ctttgttatg cagaaagtat agacgatcag 
660 

acagaggaga acactaagct ccgatatctc 
720 

gcgtattttc cagactgcat agtcagaccc 
780 

ttaggatgtg atttggacat gtttttggat 
840 

aagatctcag gaaattttct gatggaattt 
900 

gcaactcaga agatcctgtc tgtgttagga 
960 

gtgggtgtgc: aaaaaatatt aaatgcccgg 
1020 

tccggatttc agtgtgattt gactacgaac 
1080 

ctttatatat atggtgccct agactcaaga 
1140 

tgggctcgag cacattcact aacaagtagt 
1200 

cttacaatga tggtcatctt ttttctccag 
1260 

gattccttaa aaaccctagc agatgcagaa 
1320 

acatttgttc gtgacttgag tagaattaaa 
1380 

ctactgaagg aattttttga gtattttggc 
1440 

attcgacagg gaagggagca aaacaaacct 
1500 

tttgaaactt ctctcaacat aagcaaaaat 
1560 

gatttggccc gagaaagtgc ctggatttta 
1620 

tcaagtaatc ggccctgggg gctggtatcc 
1680 

tcctttacca agaagaaaag caataagttt 
1740 

tctttaaaag gtaacagaac agaaaatttc 
1800 


gtggagacag gttttgaaga caagattccc 
agacgagaac aggcacagcg gactgtttta 
aagtttctta aatatttatc ccaatttgga 
tttggtctct atgctgtcgt agaattttgc 
gggactcata ctccaagcac ggccatggag 
aatctgaagt tgaaaaacca gacttctgaa 
ccacgttcaa acaagcagct ttttgaatta 
ctgaacactc tcttgaagga gttccagcta 
acctgttctc ttattgaaga catggccgcc 
tttggctcct cagtcaacac ttttgggaag 
ctagatgaaa ccagaaacct cagcgctcac 
caagtgaaaa atgttccttc agaaagaatt 
gagtgccttg accactttgg ccctggctgt 
tgtccgctcg tgaggttctc acaccaggcc 
aataggattg ccttgacaag ttccgaactc 
gtgagagcct tggtgttcag tgtacggtgc 
attcctggtg catggattac aaatttctcc 
agaagatcac cccctattct tccaacacta 
gataaatgtg taatagaagg caacaactgc 
ccttcacaga acacagaaac attagaatta 
aattttgctt tcgataaaaa ttccataaat 
gattcttctc ctctgtacat tcagaatcca 
gtaagtcaaa gccagctgca aaaatttgta 
caacaggaag atacagatcg accttccata 
ctattgctac catctgctcc aaacagaaag 
gcaattgaaa cagtcaaaaa cttgctagaa 
acaaaaacca gtgggaagag aacaattagt 
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actcagacat gatggctgct acattgtgta aagaactggg cttagcctat caaatggtct 
1860 

gtggacttac ttggaaaaac tgatttgaaa ctttcacaga tctcagcttt catctgatgt 
1920 

cacttttcat gatcttctca ttggccccct taacctggtc tgaagttctg ggatgttttc 
1980 

agtttgatca gtctgatact cagtggcact ttattaaaac atcagctgtg gagtgtggcg 
2040 

gtgcacacct gtagtcccag ctgctcagga ggctgaggca ggaggatctc ttgagcccag 
2100 . 

gattttgaat ccatcgtgga caacatagca agattccatc tctaaaaaaa atgaaaataa 
2160 

acataagcca caaggaatgg gtgaaagatt attgtaatgt gctttaacta aataggtaaa 
2220 

tatactaaac aaatgctaaa actcagtttt aggatgaaac cattgttgat atccacatca 
2280 

gtccctgttt agaaaacatt taaaatgact tttagttatg tacagtacgt tggcaatgaa 
2340 

tacattaagc ttcaaaattt ggtagtgctc tcgaatatgt atatttgtat ttttcaagcg 
2400 

aagttctctt attcacatat aaattaaagt gggttggtac tgatatcaaa aaatgtttat 
2460 

gtttttagaa cagacatttc agtcactgca ttcttaggta ttccaaacca aatatgatga 
2520 

catcaataga ttgcatttta aaaatattgt ttgatttttc tattttcaaa aataaaattc 
2580 

tgtttctaac taaaaaaaaa aa 
2602 

<210> 5530 
<211> 603 
<212> PRT 

<213> Homo sapiens 


<400> 5530 


Xaa 

Ala 

His 

Leu 

Leu 

Trp 

Gly 

Gly Lys Gly 

His 

Lys 

Val 

Phe 

Phe 

Phe 

1 




5 




10 





15 


Phe 

Phe 

Phe 

Leu 

Ala 

Met 

Ala 

Val 

Pro Gly 

Val 

Gly 

Leu 

Leu 

Thr 

Arg 




20 





25 




30 



Leu 

Asn 

Leu 

Cys 

Ala 

Arg Arg 

Arg 

Thr Arg 

Val 

Gin 

Arg 

Pro 

lie 

Val 



35 





40 




45 




Arg 

Leu 

Leu 

Ser 

Cys 

Pro Gly 

Thr 

Val Ala 

Lys 

Asp 

Leu 

Arg 

Arg 

Asp 


50 





55 




60 





Glu 

Gin 

Pro 

Ser 

Gly 

Ser 

Val 

Glu 

Thr Gly 

Phe 

Glu 

Asp 

Lys 

lie 

Pro 

65 





70 




75 





80 

Lys Arg 

Arg 

Phe 

Ser 

Glu 

Met 

Gin 

Asn Glu 

Arg Arg 

Glu 

Gin 

Ala 

Gin 





85 




90 





95 


Arg 

Thr 

Val 

Leu 

He 

His 

Cys 

Pro 

Glu Lys 

lie 

Ser 

Glu 

Asn 

Lys 

Phe 



100 





105 




110 



Leu 

Lys 

Tyr 

Leu 

Ser 

Gin 

Phe 

Gly Pro lie 

Asn 

Asn 

His 

Phe 

Phe 

Tyr 



115 





120 




125 




Glu 

Ser 

Phe 

Gly 

Leu 

Tyr 

Ala 

Val 

Val Glu 

Phe 

Cys 

Gin 

Lys 

Glu 

Ser 


130 





135 




140 





lie Gly 

Ser 

Leu 

Gin 

Asn Gly 

Thr 

His Thr 

Pro 

Ser 

Thr 

Ala 

Met 

Glu 
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145 150 

Thr Ala lie Pro Phe Arg Ser Arg 
165 

Gin Thr Ser Glu Arg Ser Arg Val 
180 

Ser Asn Lys Gin Leu Phe Glu Leu 
195 200 
Asp Gin Leu Asn Thr Leu Leu Lys 
210 215 

Thr Lys Leu Arg Tyr Leu Thr Cys 
225 230 

Ala Tyr Phe Pro Asp Cys lie Val 
245 

Thr Phe Gly Lys Leu Gly Cys Asp 
260 

Glu Thr Arg Asn Leu Ser Ala His 
275 280 

Glu Phe Gin Val Lys Asn Val Pro 
290 295 

lie Leu Ser Val Leu Gly Glu Cys 
305 310 

Val Gly Val Gin Lys lie Leu Asn 
325 

Ser His Gin Ala Ser Gly Phe Gin 
340 

He Ala Leu Thr Ser Ser Glu Leu 
355 360 

Ser Arg Val Arg Ala Leu Val Phe 
370 375 

His Ser Leu Thr Ser Ser lie Pro 
385 390 

Leu Thr Met Met Val lie Phe Phe 
405 

Leu Pro Thr Leu Asp Ser Leu Lys 
420 

Cys Val lie Glu Gly Asn Asn Cys 
435 440 

lie Lys Pro Ser Gin Asn Thr Glu 
450 455 

Phe Phe Glu Tyr Phe Gly Asn Phe 
465 470 

lie Arg Gin Gly Arg Glu Gin Asn 
485 

lie Gin Asn Pro Phe Glu Thr Ser 
500 

Gin Ser Gin Leu Gin Lys Phe Val 
515 520 

lie Leu Gin Gin Glu Asp Thr Asp 
530 535 

Pro Trp Gly Leu Val Ser Leu Leu 
545 550 

Ser Phe Thr Lys Lys Lys Ser Asn 
565 

Asn Leu Leu Glu Ser Leu Lys Gly 


155 150 

Phe Phe Asn Leu Lys Leu Lys Asn 
170 175 

Arg Ser Ser Asn Gin Leu Pro Arg 
185 190 

Leu Cys Tyr Ala Glu Ser lie Asp 
205 

Glu Phe Gin Leu Thr Glu Glu Asn 
220 

Ser Leu lie Glu Asp Met Ala Ala 
235 240 

Arg Pro Phe Gly Ser Ser Val Asn 
250 255 

Leu Asp Met Phe Leu Asp Leu Asp 
265 270 

Lys lie Ser Gly Asn Phe Leu Met 
285 

Ser Glu Arg He Ala Thr Gin Lys 
300 

Leu Asp His Phe Gly Pro Gly Cys 
315 320 

Ala Arg Cys Pro Leu Val Arg Phe 
330 335 

Cys Asp Leu Thr Thr Asn Asn Arg 
345 350 

Leu Tyr lie Tyr Gly Ala Leu Asp 
365 

Ser Val Arg Cys Trp Ala Arg Ala 
380 

Gly Ala Trp lie Thr Asn Phe Ser 
395 400 

Leu Gin Arg Arg Ser Pro Pro lie 
410 415 

Thr Leu Ala Asp Ala Glu Asp Lys 
425 430 

Thr Phe Val Arg Asp Leu Ser Arg 
445 

Thr Leu Glu Leu Leu Leu Lys Glu 
460 

Ala Phe Asp Lys Asn Ser He Asn 
475 480 

Lys Pro Asp Ser Ser Pro Leu Tyr 
490 495 

Leu Asn lie Ser Lys Asn Val Ser 
505 510 

Asp Leu Ala Arg Glu Ser Ala Trp 
525 

Arg Pro Ser lie Ser Ser Asn Arg 
540 

Leu Pro Ser Ala Pro Asn Arg Lys 
555 560 

Lys Phe Ala lie Glu Thr Val Lys 
570 575 

Asn Arg Thr Glu Asn Phe Thr Lys 
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580 

Thr Ser Gly Lys Arg Thr lie Ser 
595 600 

<210> 5531 
<211> 3056 
<212> DNA 

<213> Homo sapiens 
<4 00> 5531 

gccccgtccg cgtgacgctc ctgcctgcgc 
60 

gtaacggagg ccttggaaag agactctgcg 
120 

tggctcactg aggaggtttg gatttgcctc 
180 

tcccaaggaa gctgcctgaa tttgcctgta 
240 

gacaaatcaa attagtggtt ttggtttccg 
300 

gcagaggatt ccaccgcagc catgagcagt 
360 

cccgagggcg tggcgggcgc gcccaacgag 
420 

ggctacagca tggtgcaaga gaacgggcag 
4 80' 

gagggcccgc acccgcagcg tggctgcgag 
540 

tacgaggacg agctggtgcc cgtgttcgag 
600 

atgatggact ttgacggcaa gaaccgcggc 
660 

gaggccaagc gcgcagtgcg tgagctcaac 
720 

ggcgtgtgct gcagcgtgga caactgccgc 
780 

aagcgcgagg aaatcctgga ggagattgcc 
840 

gtctacgcca gcgcggccga caagatgaag 
900 

agccaccgcg cggctgccat ggctcgccgc 
960 

ggccaccaga tcgccgtgga ctgggccgag 
1020 

gagaccgtga agatcctcta cgtgcgcaac 
1080 

aagaagagct tcggccagtt caaccccggc 
1140 

tacgccttcg tgcacttcac cagccgcgag 
1200 

ggcactgagc tggagggctc gtgcctggag 
1260 

cagtactcgc gctaccagaa ggcagccagg 
1320 


585 590 

Gin Thr 


gcggccaagc catgctccgc cccagctcag 
tcaggtcacc cagcagagat cagcaatcct 
aaagggcact gcaaaaattg aacagaggaa 
tactctcgtt ctgcgactta taaaggacca 
ccagctgtgg atgcctttga cattatgacc 
gactcggccg ccgggtcctc ggccaaggtg 
gcagcactgc tggcgctgat ggagcgcacg 
cgcaagtacg gcggcccacc gcccggctgg 
gtcttcgtgg gcaagatccc gcgcgacgtg 
gccgtgggcc gcatctacga gctgcgcctc 
tacgccttcg tcatgtactg ccacaagcac 
aactacgaga tccgcccggg ccgcctgctc 
ctcttcatcg gcgggatccc caagatgaag 
aaggtcaccg agggcgtgct ggacgtgatc 
aaccgcggct tcgccttcgt ggagtacgag 
aagctcatgc ctggccgcat ccagctgtgg 
cctgagatcg acgtggacga ggacgtgatg 
ctcatgatcg agaccaccga ggacaccatc 
tgcgtggagc gcgtcaagaa gatccgcgac 
gatgccgtgc atgccatgaa caacctcaac 
gtcacgctgg ccaagcccgt ggacaaggag 
ggcggcggcg cggctgaggc agcgcagcag 
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cccagctacg tgtactcctg cgacccctac 
1380 

gcgctcattg ggcccaacag ggactacttt 
1440 

cgaggtgcag ctggcaacag agccccaggg 
1500 

gctggccgtg gtatatatag ccgatatcat 
1560 

tatgaactgg tgccgaattt ggaaatccct 
1620 

acagtagcca tccctgccat tggggctcag 
1680 

aaaatgattg aagatggcaa aatccacaca 
1740 

cagccagacc cagccagtgc tgctgccgcc 
1800 

gtcattccca ctgtgtcgac gccaccacct 
1860 

acggtggetc: caaacgttca gagaattcct 
1920 

ccatttgctg ctccagctac agccacgatc 
1980 

gccgccgtgt atggaggata cgcaggctac 
2040 

caggtcccca tccccgacgt ctaccagaca 
2100 

accacacaaa caccactgaa ggaacgcttg 
2160 

cacacatgca acctgaaagt gaagaatgtt 
2220 

catgaagttt tcactagttt tttaagacta 
2280 

tttccaaaag acttgcaatg gttcgtgcct 
2340 

tactacattt gtatagaggt ttttgttgtt 
2400 

ggttattttc ttaacttctg cactccagag 
2460 

atcaactata tattaaaaaa gcacacttga 
2520 

acaatattta aagatacaaa cagtagtgct 
2580 

ggttatactg gaaagtgcaa ttttaaaatg 
2640 

agggttgatg gtgttaccat gtatcatcat 
2700 

actggatctc tccttaagcc aacattgaaa 
2760 

ggaaagctct cctttgccac cgttagccgg 
2820 

catgccccca ctcccacatc tctcaccctg 
2860 

gcaatgtttg gcaagcctag gactgataag 
2940 


acactggcct actacggcta cccctacaac 
gtgaaagcag gcagcataag aggccgaggg 
cctaggggtt cctacctcgg gggatattct 
gaagggaaag gaaagcagca agaaaaagga 
accgtcaacc cagttgccat taaacctggt 
tattccatgt ttccagcagc tccagcccct 
gtggagcaca tgatcagccc cattgctgtg 
gcagccgcgg ccgcagccgc cgcagccgct 
ttccagggcc gcccaataac tccagtatac 
actgccggga tctacggggc cagttacgtg 
gccacactac agaagaacgc ggcagccgcg 
atacctcagg ccttccctgc tgctgccatt 
tactgaggct ggtgaccagc acgaagacag 
actatttatg aagaaggaac atgttggatt 
agcagattta tttctgaatt attttatata 
ttttcaactt agcatgccta cgttcataca 
tcattccatc ttttaaaaat ttgtatgctg 
gtttttttaa ggatatattt tcagtatgaa 
atttctattt tgtagtacct tcaataatat 
ggagctaggg aactattttg aaaaatatat 
taaaaatact acataaagca ttattttaaa 
agtaaaacct ctgtatttct gctggcatta 
ggcggtacta ttttttaaaa gaaattaaac 
agacttgccg cacttctgag tccaaacact 
ggctcattct ccatgtgcct tagccttaaa 
tcccctcctc cccagattcc caatcccacc 
tagctctgat agaggagctg gtggctttta 


4711 



WO 00/58473 


PCT/US00/0862 1 


tacttcttcc tgggtttttg ttggggtttg ttgtttcgtt gttttttggt ttttttttgg 
3000 

tttggttggg gaagtattgt cttctacgtg tgccattttc agtagcagag taagct 
3056 


<210> 5532 
<211> 593 
<212> PRT 

<213> Homo sapiens 


<400> 5532 


Met 

Thr 

Ala Glu Asp 

Ser 

Thr 

Ala 

1 

Gly Ser 

5 

Ser Ala Lys 

Val 

Pro 

Glu 

Ala 

Ala 

20 

Leu Leu Ala 

Leu 

Met 

Glu 

Glu 

Asn 

35 

Gly Gin Arg 

Lys 

Tyr 

40 

Gly 

Pro 

50 

His 

Pro Gin Arg 

Gly 

55 

Cys 

Glu 

65 

Asp Val 

Tyr Glu Asp 

70 

Glu 

Leu 

Val 

He 

Tyr 

85 

Glu Leu Arg 

Leu 

Met 

Met 

Tyr 

Ala 

100 

Phe Val Met 

Tyr 

Cys 

His 

Arg 

Glu 

115 

Leu Asn Asn 

Tyr 

Glu 

120 

lie 

Cys 

130 

Cys 

Ser Val Asp 

Asn 

135 

Cys 

Arg 

145 

Met 

Lys 

Lys Arg Glu 

150 

Glu 

lie 

Leu 

Gly Val 

165 

Leu Asp Val 

lie 

Val 

Tyr 

Asn 

Arg 

180 

Gly Phe Ala 

Phe 

Val 

Glu 

Met 

195 

Ala Arg Arg Lys 

Leu 

Met 

200 

Pro 

Gin 

210 

lie 

Ala Val Asp 

Trp 

215 

Ala 

Glu 

225 

Val 

Met 

Glu Thr Val 

230 

Lys 

lie 

Leu 

Thr 

Thr 

245 

Glu Asp Thr 

lie 

Lys 

Lys 

Cys 

Val 

260 

Glu Arg Val 

Lys 

Lys 

lie 

Thr 

275 

Ser Arg Glu Asp 

Ala 

Val 

280 

His 

Glu 

290 

Leu Glu Gly Ser 

Cys 

295 

Leu 

Glu 

305 

Lys 

Glu 

Gin Tyr Ser 

310 

Arg 

Tyr 

Gin 

Ala 

Glu 

325 

Ala Ala Gin 

Gin 

Pro 

Ser 


Ala Met Ser Ser Asp Ser Ala Ala 
10 15 

Gly Val Ala Gly Ala Pro Asn Glu 
25 30 

Arg Thr Gly Tyr Ser Met Val Gin 
45 

Gly Pro Pro Pro Gly Trp Glu Gly 
60 

Val Phe Val Gly Lys He Pro Arg 
75 80 

Pro Val Phe Glu Ala Val Gly Arg 
90 95 

Asp Phe Asp Gly Lys Asn Arg Gly 
105 110 

Lys His Glu Ala Lys Arg Ala Val 
125 

Arg Pro Gly Arg Leu Leu Gly Val 
140 

Leu Phe lie Gly Gly lie Pro Lys 
155 160 

Glu Glu lie Ala Lys Val Thr Glu 
170 175 

Ala Ser Ala Ala Asp Lys Met Lys 
185 190 

Tyr Glu Ser His Arg Ala Ala Ala 
205 

Gly Arg lie Gin Leu Trp Gly His 
220 

Pro Glu lie Asp Val Asp Glu Asp 
235 240 

Tyr Val Arg Asn Leu Met lie Glu 
250 255 

Ser Phe Gly Gin Phe Asn Pro Gly 
265 270 

Arg Asp Tyr Ala Phe Val His Phe 
285 

Ala Met Asn Asn Leu Asn Gly Thr 
300 

Val Thr Leu Ala Lys Pro Val Asp 
315 320 

Lys Ala Ala Arg Gly Gly Gly Ala 
330 335 

Tyr Val Tyr Ser Cys Asp Pro Tyr 
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340 





345 





350 



Thr 

Leu 

Ala 

Tyr 

Tyr 

Gly 

Tyr 

Pro 

Tyr Asn 

Ala 

Leu 

lie 

Gly 

Pro 

Asn 



355 





360 





365 




Arg 

Asp 

Tyr 

Phe 

Val 

Lys 

Ala Gly 

Ser 

lie 

Arg 

Gly 

Arg 

Gly 

Arg Gly 


370 





375 





380 





Ala 

Ala 

Gly 

Asn 

Arg 

Ala 

Pro Gly 

Pro 

Arg 

Gly 

Ser 

Tyr 

Leu 

Gly Gly 

385 





390 





395 





400 

Tyr 

Ser 

Ala 

Gly 

Arg 

Gly 

He 

Tyr 

Ser 

Arg 

Tyr 

His 

Glu 

Gly 

Lys Gly 




405 





410 





415 


Lys 

Gin 

Gin 

Glu 

Lys 

Gly 

Tyr 

Glu 

Leu 

Val 

Pro 

Asn 

Leu 

Glu 

lie 

Pro 



420 





425 





430 



Thr 

Val 

Asn 

Pro 

Val 

Ala 

lie 

Lys 

Pro Gly 

Thr 

Val 

Ala 

lie 

Pro 

Ala 



435 





440 





445 




He 

Gly 

Ala 

Gin 

Tyr 

Ser 

Met 

Phe 

Pro 

Ala 

Ala 

Pro 

Ala 

Pro 

Lys 

Met 


450 





455 





460 





lie 

Glu 

Asp 

Gly 

Lys 

lie 

His 

Thr 

Val 

Glu 

His 

Met 

lie 

Ser 

Pro 

lie 

465 





470 





475 





480 

Ala 

Val 

Gin 

Pro 

Asp 

Pro 

Ala 

Ser 

Ala 

Ala 

Ala 

Ala 

Ala 

Ala 

Ala 

Ala 





485 





490 





495 


Ala 

Ala 

Ala 

Ala 

Ala 

Ala 

Val 

lie 

Pro 

Thr 

Val 

Ser 

Thr 

Pro 

Pro 

Pro 




500 





505 





510 



Phe 

Gin 

Gly 

Arg 

Pro 

lie 

Thr 

Pro 

Val 

Tyr 

Thr 

Val 

Ala 

Pro 

Asn 

Val 



515 





520 





525 




Gin 

Arg 

lie 

Pro 

Thr 

Ala 

Gly 

lie 

Tyr Gly 

Ala 

Ser 

Tyr 

Val 

Pro 

Phe 


530 





535 





540 





Ala 

Ala 

Pro 

Ala 

Thr 

Ala 

Thr 

lie 

Ala 

Thr 

Leu 

Gin 

Lys 

Asn 

Ala 

Ala 

545 





550 





555 





560 

Ala 

Ala 

Ala 

Ala 

Val 

Tyr 

Gly Gly Tyr Ala 

Gly 

Tyr 

lie 

Pro 

Gin 

Ala 





565 





570 





575 


Phe 

Pro 

Ala 

Ala 

Ala 

lie 

Gin 

Val 

Pro 

lie 

Pro 

Asp 

Val 

Tyr 

Gin 

Thr 




580 





585 





590 



Tyr 

















<210 > 5533 

<211 > 505 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 5533 

ncacttgcct ccctgcctgc ttctggctgc cttgaatgcc tggtccttca agctccttct 
60 

gggtctgaca aagcagggac catgtctacc tttggctacc gaagaggact cagtaaatac 
120 

gaatccatcg acgaggatga actcctcgcc tccctgtcag ccgaggagct gaaggagcta 
180 

gagagagagt tggaagacat tgaacctgac cgcaaccttc .ccgtggggct aaggcaaaag 
240 

agcctgacag agaaaacccc cacagggaca ttcagcagag aggcactgat ggcctattgg 
300 

gaaaaggagt cccaaaaact cttggagaag gagaggctgg gggaatgtgg aaaggttgca 
360 

gaagacaaag aggaaagtga ggaagagctt atctttactg aaagtaacag tgaggtttct 
420 
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gaggaagtgt atacagagga ggaggaggag gagtcccagg aggaagagga ggaagaagac 
480 

agtgacgaag aggaaagaac aattg 
505 

<210> 5534 
<211> 168 
<212> PRT 

<213> Homo sapiens 


<400> 5534 


Xaa 

Leu 

Ala 

Ser 

Leu 

Pro 

Ala 

Ser 

Gly 

Cys 

Leu 

Glu 

Cys 

Leu 

val 

Leu 

1 




5 





10 





15 


Gin 

Ala 

Pro 

Ser 

Gly 

Ser 

Asp 

Lys 

Ala 

Gly 

Thr 

Met 

Ser 

Thr 

Phe 

Gly 




20 





25 





30 



Tyr Arg 

Arg 

Gly 

Leu 

Ser 

Lys 

Tyr 

Glu 

Ser 

lie 

Asp 

Glu 

Asp 

Glu 

Leu 



35 





40 





45 




Leu 

Ala 

Ser 

Leu 

Ser 

Ala 

Glu 

Glu 

Leu 

Lys 

Glu 

Leu 

Glu 

Arg 

Glu 

Leu 


50 





55 





60 





Glu Asp 

He 

Glu 

Pro 

Asp 

Arg 

Asn 

Leu 

Pro 

Val 

Gly 

Leu 

Arg 

Gin 

Lys 

65 





70 





75 





80 

Ser 

Leu 

Thr 

Glu 

Lys 

Thr 

Pro 

Thr 

Gly 

Thr 

Phe 

Ser 

Arg 

Glu 

Ala 

Leu 





85 





90 





95 


Met 

Ala 

Tyr 

Trp 

Glu 

Lys 

Glu 

Ser 

Gin 

Lys 

Leu 

Leu 

Glu 

Lys 

Glu 

Arg 




100 





105 





110 



Leu Gly 

Glu 

Cys 

Gly 

Lys 

Val 

Ala 

Glu 

Asp 

Lys 

Glu 

Glu 

Ser 

Glu 

Glu 



115 





120 





125 




Glu 

Leu 

lie 

Phe 

Thr 

Glu 

Ser 

Asn 

Ser 

Glu 

Val 

Ser 

Glu 

Glu 

Val 

Tyr 


130 





135 





140 





Thr 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Ser 

Gin 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 

Asp 

145 





150 





155 





160 

Ser 

Asp 

Glu 

Glu 

Glu 

Arg 

Thr 

lie 













165 













<210> 5535 
<211> 1887 
<212 > DNA 

<213 > Homo sapiens 
<400> 5535 

ngcacgagcc gagccttctc agacccgggg gacgcctaac cccgcgagat gaggaaactg 
60 

aggccgcgag agccgcacac agcagagaag cagcagaatc gggaatcaaa cccagctctg 
120 

tctgacccca gagcctgtgc ctttaaccac tggctaggct gaactgcctt tgttcttcac 
180 

tgtccccatc acctctttca aacctcagcc tctccttcct catcgttaca tctctaggct 
240 

gcacctgctc tctaaacatt cacacaaacc ctgcaaattt tcttcctcat aattgggaga 
300 

agactcactg gccgaatggc agcagtagat gacttgcaat ttgaagaatt tggcaatgca 
360 

gccacttctc tgacagcaaa cccagatgcc accacagtaa acattgagga tcctggtgaa 
420 
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accccaaaac atcagccagg 
480 

ctgggaaatg atgactctga 
540 

ttctggacat ttgaatacta 
600 

agaattaaag gatctctttt 
660 

agcaatccag atctctatgg 
720 

attagtggga atctttccaa 
780 

cccgaattcc gaaaagtgtc 
840 

cctcttgcac tctggggttt 
900 

tattcatttc tggagattgt 
960 

gcaatactgt ggattatccc 
1020 

ggcatctcag gatctctctt 
1080 

cgcgttgcat tggccacaat 
1140 

tgcttggcat acttttttga 
1200 

ccaaaccaaa cagttgctgc 
1260 

cctctccttg ctgaagtttt 
1320 

ttctttggga agtggcatcc 
1380 

ggagtggcac aaattcccag 
1440 

acaagcagaa attaaatgtt 
1500 

ggatgatcat tgcgagcatg 
1560 

ctcagtgccg tccctttgcc 
1620 

cctgaaatag aaccatggaa 
1680 

gggggatcct cttctctcca 
1740 

ggtggggatt aaccgggagc 
1800 

actgaatggc tg'caaaataa 
1860 

aaaaaaaaaa aaaaaaaaaa 
1887 


atccccaaga ggctcaggaa 
caaaactgag ttacttgctg 
ccaaacattc tttgatgtgg 
gccaataccc gggaaaaact 
ccccttttgg atatgtgcca 
cttcttgatc catctgggag 
catagcagct accatcatct 
cctcatgtgg agaaacagca 
gtgtgtctat ggatattccc 
ccagaaagct gttcgttgga 
ggcaatgaca ttttggccag 
tgtgacaatt gtgttgctcc 
tgcaccagag atggaccatc 
agccaagtcc agctaatgag 
tcttgacttc tccagttctc 
actgcaggaa agcagaatga 
tgtctggatg gtgccacact 
gctcagcaca tgtgtctttc 
cgctgattgg actgaaatgc 
accacagtca aatgacatgc 
aattctgatg tcctctctct 
aatgttagcc atcctgaagt 
ttgaaaattt gtctttggta 
atacctcaca tgatgtctgt 
aaaaaaa 


gagaagaaga tgatgagtta 
gacagaagaa aagctccccc 
acacctacca ggtctttgac 
ttgtgaggtt atatatccgc 
cgttggtctt tgccatagca 
agaagacgta ccattatgtg 
atgcctatgc ctggctggtt 
aagttatgaa catcgtctcc 
tcttcattta tatccccacc 
ttctagtcat gattgccctg 
ctgttcgtga ggataaccga 
atatgctgct ttctgtgggc 
tcccaacaac tacagctact 
gaaagactca cttgagatac 
ttttgttttt tggagcatgg 
gcagagccag cagaactgat 
ggcgcctaat cacccgttta 
agctcttcct tttcacccat 
cggggaatag gttaggcatg 
ttcactgtgg taccttaata 
gaattatgta cagactacct 
agccgaacag tagaaacttt 
acctgatact ggacagctga 
gtctgcaaaa aaaaaaaaaa 


<2 10> 5536 
<2 11> 306 
<212> PRT 
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<213 > Homo sapiens 


<400> 5536 

Met Ala Ala Val Asp Asp 
1 5 
Thr Ser Leu Thr Ala Asn 
20 

Pro Gly Glu Thr Pro Lys 
35 

Arg Glu Glu Asp Asp Glu 
50 

Glu Leu Leu Ala Gly Gin 
65 70 

Tyr Tyr Gin Thr Phe Phe 
85 

lie Lys Gly Ser Leu Leu 
100 

Tyr lie Arg Ser Asn Pro 
115 

Thr Leu Val Phe Ala lie 
130 

He His Leu Gly Glu Lys 
145 150 

Val Ser lie Ala Ala Thr 
165 

Leu Ala Leu Trp Gly Phe 
180 

lie Val Ser Tyr Ser Phe 
195 

Leu Phe He Tyr lie Pro 
210 

Ala Val Arg Trp lie Leu 
225 230 

Leu Leu Ala Met Thr Phe 
245 

Val Ala Leu Ala Thr lie 
260 

Ser Val Gly Cys Leu Ala 
275 

Leu Pro Thr Thr Thr Ala 
290 
Ser Ser 
305 


Leu Gin Phe Glu 
10 

Pro Asp Ala Thr 
25 

His Gin Pro Gly 
40 

Leu Leu Gly Asn 
55 

Lys Lys Ser Ser 

Asp Val Asp Thr 
90 

Pro lie Pro Gly 
105 

Asp Leu Tyr Gly 
120 

Ala lie Ser Gly 
135 

Thr Tyr His Tyr 

lie lie Tyr Ala 
170 

Leu Met Trp Arg 
185 

Leu Glu lie Val 
200 

Thr Ala lie Leu 
215 

Val Met lie Ala 

Trp Pro Ala Val 
250 

Val Thr lie Val 
265 

Tyr Phe Phe Asp 
280 

Thr Pro Asn Gin 
295 


Glu Phe 

Thr Val 

Ser Pro 

Asp Asp 
60 

Pro Phe 
75 

Tyr Gin 

Lys Asn 

Pro Phe 

Asn Leu 
140 
Val Pro 
155 

Tyr Ala 

Asn Ser 

Cys Val 

Trp He 
220 
Leu Gly 
235 

Arg Glu 

Leu Leu 

Ala Pro 

Thr Val 
300 


Gly Asn Ala Ala 
15 

Asn lie Glu Asp 
30 

Arg Gly Ser Gly 
45 

Ser Asp Lys Thr 

Trp Thr Phe Glu 
80 

Val Phe Asp Arg 
95 

Phe Val Arg Leu 
110 

Trp lie Cys Ala 
125 

Ser Asn Phe Leu 

Glu Phe Arg Lys 
160 

Trp Leu Val Pro 
175 

Lys Val Met Asn 
190 

Tyr Gly Tyr Ser 
205 

lie Pro Gin Lys 

lie Ser Gly Ser 
240 

Asp Asn Arg Arg 
255 

His Met Leu Leu 
270 

Glu Met Asp His 
285 

Ala Ala Ala Lys 


<210> 5537 
<211> 2881 
<212> DNA 
<213> Homo sapiens 

<400> 5537 

gcctgcctct tccagagaga ctcccccatt gctgtctctt gtgtgtgtca tgcacaagga 
60 

aggcttggtt gtgtgccagg ataaggggca caagggcctc gggtgtggcc agagacccca 
120 


4716 



WO 00/58473 


PCT/US00/08621 


tgcttaagct tttatggtat 
180 

agaatcttca gagcactgcg 
240 

cttctgaagg gtcagtttct 
300 

gtgcacacag aagttagtgt 
360 

ggagtgggtc tggatttctg 
420 

gcgttcatgt ataactgggt 
480 

ctcaggtgtg ttagaggtcc 
540 

gacatttagg gcagagcctc 
600 

ctagagttgc agtgaattta 
660 

gggatctatc taggttcgtg 
720 

ctgtggcatg cgtcaggtta 
780 

gcaggagaca agcagcccaa 
840 

gtggatgaag ctctgtgtgc 
900 

gacaaggacc tggaggcccc 
960 

cgctactacc aagtggtcca 
1020 

cgctgtgagg acatcctgca 
1080 

gatcgcaaca tctggatcgt 
1140 

atggaccacc tggaggagat 
1200 

ggcaagtggg tggtgcagaa 
1260 

gacctcagac agtggttcct 
1320 

gacagctata tccgcttttc 
1380 

cacctgtgca acaactccat 
1440 

cttccgccag acaacatgtg 
1500 

gccccaaatg cttggtccac 
1560 

cttcagacct cccaggacac 
1620 

gacttcgtgt tcggggagga 
1680 

atggcaccct ccacagcagt 
1740 


aggtcaggct gcaggggttt 
atgttcaggg gtgagtcagg 
gtaatcactt tcaggtgtgt 
ttctgtgggc taagggttgt 
gtgtgtggac ttaagaagct 
tcacataggc caagactccc 
caggggcaga gaggctatag 
gagtgacagg tcctgggaca 
gagcaaagcc tcagctaagt 
ctgggcctca ggtaagtgac 
cctgccttga tatgggatcg 
gaaacaggag aaaaacccag 
gtgcgaggag taccttagca 
gctgtacctc acccccgagg 
cgaaggggca gaactcaggc 
gcagctgcag gccgtggtac 
gaagccagga gccaagtccc 
gctgaagctg gtgaacggca 
gtatattgag cggcccctcc 
ggtaactgac tggaacccac 
cacgcagccc ttctccctga 
ccagaagcac ctggagaact 
gtctagccag aggttccagg 
catcatcgtg cctggcatga 
cgtgcagtgt cggaaggcca 
cttccagccc tggctgattg 
cactgcccgg ctctgtgctg 


gagggcctca gttgtatatc 
tctgtagatg tgcacggggt 
cagggccttg tgcagtaaca 
agctctgtat caggattctg 
gtgtcagact tgggggaggg 
aggtgcattt taggcagagc 
gtgctgtcag aggccttggg 
gtgggagc:ca agggcaagtg 
gacacatccc agggcagtag 
aggccttagg acaatggggg 
tgacaggccc ctccctatgt 
tgttggtgtc cccagagttt 
acttggccca catggacatc 
gctggtccct cttcctccag 
acctcgacac tcaggtccag 
cccagataga catggaaggg 
gtggacgagg catcatgtgc 
accccgtggt gatgaaggac 
tcatctttgg caccaagttt 
ttaccgtgtg gttctaccgc 
agaacctgga caactcagtg 
catgccatcg gcatccactg 
cccacctgca ggagatgggt 
aggatgctgt gatccacgca 
gctttgagct ctatggcgct 
agatcaacgc cagccccacg 
gcgtgcaagc tgacaccctg 
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cgcgtggtca ttgaccggag gctggaccgc 
1800 

tataagcagc ccgtcaccac ttccccagcc 
1860 

atgtactccg acaccagggc caggtcctca 
1920 

aggccctgtc gaccacaggc aaggccttga 
1980 

ccctcccacc gaaccttgat ttcaaggtgg 
2040 

gcctcgacct gtgactcaca cccagtggac 
2100 

cacaggcaga gggcagctcc caggctggct 
2160 

agaagcccct tcctccacag acttctgatc 
2220 

aggctcctgc tctcctgtgc ctccgaggcc 
2280 

ctttgaagtc ggaacaattc ctagcacctg 
2340 

ggccagactg tgacaaaccc agggctgagg 
2400 

aacccctgcc ccttgttggt acattccaga 
2460 

ggaagcccct gcttcgattc cccactgccc 
2520 

aacaagtgaa gtatttgggg cttgactcca 
2580 

cgaggccgtg taccccaggg tccacagcaa 
2640 

cagcgaggcc cagaattccc acctaaggac 
2700 

ccagcatctc cgatccaggg gtggggagcg 
2760 

agtctgaaag aggaggcatg gcttacccaa 
2820 

atattgccag aactgccgag cactgggagc 
2880 
c 

2881 

<210> 5538 
<211> 352 
<212> PRT 

<213 > Homo sapiens 
<400> 5538 

Met Asp lie Asp Lys Asp Leu Glu 
1 5 

Gly Trp Ser Leu Phe Leu Gin Arg 
20 

Ala Glu Leu Arg His Leu Asp Thr 
35 40 

Leu Gin Gin Leu Gin Ala Val Val 


aactgtgaca caggagcctt tgagctcatc 
tccacaccaa ggcccagctg ccttctcccc 
gacgacagca cagcaagctg gtgggcacta 
ggactctacc cacggctaag gtcttcattt 
cacccagcat cctgaagcca agaaaggtgg 
agtgctgagc acggggtcag ggctggaggg 
ggcaccccaa gggaagagct ggtctccctc 
atctccctct tctcccctcc tttcacaccg 
cccagctgga agtgccttgt tgcctctgcc 
tcggaaggtc aaggccaaag gcaaattcaa 
cctgccccat gaagaggctg agccccctga 
ggcgcagggg cctgggggat atgaagctag 
ttgtcctgga tccaacacca aataaaaaga 
ttgctgttgg agggtcaaga gtggatgggg 
gagcctgagg ccatcagcag ctcctccgtg 
agacatgggg cttcctattt agggactccc 
tgagccttca ctttacagat gaagaaactg 
gatcacgtgg cagtgagtcg acgcagggac 
cccccaaccc cagagaacaa gccaagctag 


Ala Pro Leu Tyr Leu Thr Pro Glu 
10 15 

Tyr Tyr Gin Val Val His Glu Gly 
25 30 

Gin Val Gin Arg Cys Glu Asp lie 
45 

Pro Gin He Asp Met Glu Gly Asp 
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50 





55 





60 





Arg 

Asn 

He 

Trp 

lie 

Val 

Lys 

Pro 

Gly 

Ala 

Lys 

Ser Arg 

Gly Arg Gly 

65 





70 





75 





80 

lie 

Met 

Cys 

Met 

Asp 

His 

Leu 

Glu 

Glu 

Met 

Leu 

Lys 

Leu 

Val 

Asn Gly 





85 





90 





95 


Asn 

Pro 

Val 

Val 

Met 

Lys 

Asp 

Gly 

Lys 

Trp 

Val 

Val 

Gin 

Lys 

Tyr 

lie 




100 





105 





110 



Glu 

Arg 

Pro 

Leu 

Leu 

lie 

Phe 

Gly 

Thr 

Lys 

Phe 

Asp 

Leu 

Arg 

Gin Trp 



115 





120 





125 




Phe 

Leu 

Val 

Thr 

Asp 

Trp 

Asn 

Pro 

Leu 

Thr 

Val 

Trp Phe 

Tyr Arg Asp 


130 





135 





140 





Ser 

Tyr 

lie Arg 

Phe 

Ser 

Thr 

Gin 

Pro 

Phe 

Ser 

Leu Lys 

Asn 

Leu Asp 

145 





150 





155 





160 

Asn 

Ser 

Val 

His 

Leu 

Cys 

Asn 

Asn 

Ser 

lie 

Gin 

Lys 

His 

Leu 

Glu 

Asn 





165 





170 





175 


Ser 

Cys 

His 

Arg 

His 

Pro 

Leu 

Leu 

Pro 

Pro 

Asp 

Asn 

Met 

Trp 

Ser 

Ser 




180 





185 





190 



Gin 

Arg 

Phe 

Gin 

Ala 

His 

Leu 

Gin 

Glu 

Met 

Gly Ala 

Pro 

Asn 

Ala 

Trp 



195 





200 





205 




Ser 

Thr 

lie 

lie 

Val 

Pro 

Gly 

Met 

Lys 

Asp 

Ala 

Val 

lie 

His 

Ala 

Leu 


210 





215 





220 





Gin 

Thr 

Ser 

Gin 

Asp 

Thr 

Val 

Gin 

Cys 

Arg 

Lys 

Ala 

Ser 

Phe 

Glu 

Leu 

225 





230 





235 





240 

Tyr 

Gly 

Ala 

Asp 

Phe 

Val 

Phe 

Gly 

Glu 

Asp 

Phe 

Gin 

Pro 

Trp 

Leu 

lie 





245 





250 





255 


Glu 

lie 

Asn 

Ala 

Ser 

Pro 

Thr 

Met 

Ala 

Pro 

Ser 

Thr 

Ala 

Val 

Thr 

Ala 




260 





265 





270 



Arg 

Leu 

Cys 

Ala 

Gly 

Val 

Gin 

Ala 

Asp 

Thr 

Leu 

Arg Val 

Val 

lie 

Asp 



275 





280 





285 




Arg 

Arg 

Leu Asp 

Arg 

Asn 

Cys 

Asp 

Thr 

Gly 

Ala 

Phe 

Glu 

Leu 

lie 

Tyr 


290 





295 





300 





Lys 

Gin 

Pro 

Val 

Thr 

Thr 

Ser 

Pro 

Ala 

Ser 

Thr 

Pro Arg 

Pro 

Ser 

Cys 

305 





310 





315 





320 

Leu 

Leu 

Pro 

Met 

Tyr 

Ser 

Asp 

Thr 

Arg 

Ala 

Arg 

Ser 

Ser 

Asp Asp 

Ser 





325 





330 





335 


Thr 

Ala 

Ser 

Trp 

Trp 

Ala 

Leu 

Arg 

Pro 

Cys 

Arg 

Pro 

Gin 

Ala Arg 

Pro 




340 





345 





350 




<210> 5539 

<211> 1887 

<212> DNA 

<213 > Homo sapiens 

<400> 5539 

nntttagaag gttagtgttg gttcttgtat tcgattaaac aggaatacac atatgtctac 
60 

caaagaatag gtaagggaga aataagaaca ctaaaaaaac tcggaatcgt taagtgtgaa 
120 

gcatatttgg agttaaaaga accaaatatt actaagtaag cagacgcggg cacgcgctgc 
180 

ataccgggat ttgtagtccc ttccggggcg gggtacagcg cgcctgcgca gaggggccgt 
240 

cgctcttccg ggcgcatgcg tgcggcagcg gcgccaggac tgactgcgcc gtggaggctg 
300 
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ctgcagtgtt gtgagttgga 
360 

gggccctcgg cgttgggcca 
420 

agcggcccgt cgcgctacgt 
480 

cgcgagttcc tggcgcacag 
540 

cgcctagcct cggggtcctt 
600 

tggtcaaaga aaacaattat 
660 

ccaagtaatc ctgacctatt 
720 

gtgaggacta caaaatgcat 
780 

tggagtcctg atgggcagac 
840 

gatgccaaga cacaccgttc 
900 

tcctggaaca atgacaataa 
960 

ctcagctacc cagaactgaa 
1020 

tgtatcaagt . ttgaccccat 
1080 

agcctctggg atgtggatga 
1140 

gtaagaaccc tcagtttcag 
1200 

tttattgaca ttgctgaagt 
1260 

ccgaccttca cagtggcgtg 
1320 

aaagacggca aatatgacag 
1380 

aatgattctt gagaggaggt 
1440 

ggttagtttg gtctgttctc 
1500 

aaattgtaaa cgtctctggt 
1560 

gctctttcca ttctttgccc 
1620 

gtgaccccag cataccttgt 
1680 

agactttgtg gcatttgata 
1740 

gggcatggaa gtttttttaa 
1800 

tttaataaac tgacttttgt 
1860 

aaaaaaaaaa aaaaaaaaaa 
1887 


agctggggag ctcggcatgg 
gagcggcccc ggctcgatgg 
gcttgggatg caggagctgt 
cgccaaggtg cactcggtgg 
cgacaagacg gccagcgtct 
cggggacatg gggatangtg 
tgttacggcg tccggagata 
tgccactgtg aacactaaag 
cattgctgta ggcaacaagg 
caaagcagaa gagcagttca 
tatgttcttc ctgacaaatg 
gcctgtgcag tccatcaacg 
ggggaagtac tttgccacag 
gttagtgtgt gttcggtgct 
ccatgatggg aaaatgctgg 
ggagacaggg gacaaactat 
gcaccccaaa aggcctctgc 
cagccgggaa gccggaactg 
tgtagggaga ggaggccccg 
tcggagttgg tgggcaccct 
caggctgcgc atttcgttct 
ccagcatgag ttaactcgcg 
cctctggacc tcctgtcttc 
caacttggac aatacctagt 
ataattaaaa aaatatatat 
tattatggaa aaaaaaaaaa 
aaaaaaa 


cggtccccgc tgcagccatg 
ccccgtggtg ctcagtgagc 
tccggggcca cagcaagacg 
cctggagttg cgacgggcgt 
tcttgctgga gaggaccggt 
tggaccagct ttgttggcat 
aaaccattcg catctgggat 
gggagaacat taatatctgc 
atgatgtggt gacctttatt 
agttcgaggt caacgaaatc 
gcaatggttg tatcaacatc 
cccatccttc caactgcatc 
gaagtgcaga tgctttggtc 
tttccaggct ggattggcct 
cgtcagcatc ggaagatcat 
gggaggtaca gtgtgagtct 
tggcatttgc ctgtgatgac 
tgaagctgtt tgggcttcct 
gcagaggtct tccttcatgt 
aaatatttgt aagttggtat 
tttgctttgt ctgtgtatta 
tggactctgc agtgcgagta 
tctgcttctg ggtgcatggt 
ttggagggag gggaatggaa 
ataattttga gaattgagca 
aaaaaaaaaa aaaaaaaaaa 
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<210> 5540 
<211> 378 
<212 > PRT 

<213 > Homo sapiens 


<400> 5540 
Met Arg Ala 
1 

Gin Cys Cys 

Ala Ala Met 
35 

Ala Pro Trp 
50 

Met Gin Glu 
65 

His Ser Ala 

Leu Ala Ser 

Arg Thr Gly 
115 

Val Asp Gin 
130 

Ala Ser Gly 
145 

Cys lie Ala 

Ser Pro Asp 

Thr Phe lie 
195 

Lys Phe Glu 
210 

Phe Leu Thr 
225 

Leu Lys Pro 


Ala Ala 
5 

Glu Leu 
20 

Gly Pro 

Cys Ser 

Leu Phe 

Lys Val 
85 

Gly Ser 
100 

Trp Ser 

Leu Cys 

Asp Lys 

Thr Val 
165 
Gly Gin 
180 

Asp Ala 
Val Asn 
Asn Gly 


Ala Pro Gly Leu 
Glu Ala 
Ser Ala 


Val Gin 
245 

lie Lys Phe Asp Pro 
260 

Ser Leu 


Ala Leu Val 
275 

Phe Ser Arg 
290 

Gly Lys Met 
305 

Glu Val Glu 

Thr Phe Thr 

Cys Asp Asp 
355 

Val Lys Leu 


Leu Asp 
Leu Ala 


Thr Gly 
325 
Val Ala 
340 

Lys Asp 


Val Ser 
55 

Arg Gly 
70 

His Ser 

Phe Asp 

Lys Lys 

Trp His 
135 
Thr He 
150 

Asn Thr 

Thr lie 

Lys Thr 

Glu lie 
215 
Asn Gly 
230 

Ser lie 

Met Gly 

Trp Asp 

Trp Pro 
295 
Ser Ala 
310 

Asp Lys 


Gly Glu 
25 

Leu Gly 
40 

Ser Gly 


His Ser 

Val Ala 

Lys Thr 
105 
Thr lie 
120 

Pro Ser 

Arg lie 

Lys Gly 

Ala val 
185 
His Arg 
200 

Ser Trp 
Cys lie 
Asn Ala 


Trp His 
Gly Lys 
Phe Gly Leu Pro 


Lys Tyr 
265 
Val Asp 
280 

Val Arg 

Ser Glu 

Leu Trp 

Pro Lys 
345 
Tyr Asp 
360 

Asn Asp 


Thr Ala 
10 

Leu Gly 

Gin Ser 

Pro Ser 

Lys Thr 
75 

Trp Ser 
90 

Ala Ser 

lie Gly 

Asn Pro 

Trp Asp 
155 
Glu Asn 
170 

Gly Asn 

Ser Lys 

Asn Asn 

Asn lie 
235 
His Pro 
250 

Phe Ala 


Pro Trp 
Met Ala 


Arg Leu Leu 
15 

Val Pro Ala 
30 

Gly Ser Met 


Gly Pro 
45 

Arg Tyr Val Leu Gly 
60 

Arg Glu 


Glu Leu 

Thr Leu 

Asp His 
315 
Glu Val 
330 

Arg Pro 
Ser Ser 
Ser 


Cys Asp 

Val Phe 

Asp Met 
125 
Asp Leu 
140 

Val Arg 

lie Asn 

Lys Asp 

Ala Glu 
205 
Asp Asn 
220 

Leu Ser 

Ser Asn 

Thr Gly 

Val Cys 
285 
Ser Phe 
300 

Phe lie 

Gin Cys 

Leu Leu 

Arg Glu 
365 


Phe Leu Ala 
80 

Gly Arg Arg 
95 

Leu Leu Glu 
110 

Gly He Xaa 

Phe Val Thr 

Thr Thr Lys 
160 

lie Cys Trp 
175 

Asp Val Val 
190 

Glu Gin Phe 

Asn Met Phe 

Tyr Pro Glu 
240 

Cys lie Cys 
255 

Ser Ala Asp 
270 

Val Arg Cys 

Ser His Asp 

Asp lie Ala 
320 

Glu Ser Pro 
335 

Ala Phe Ala 
350 

Ala Gly Thr 
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370 

<210> 5541 
<211> 1854 
<212> DNA 
<213> Homo sapiens 

<400> 5541 

nncgagctgg cagctccagg 
60 

gctcctgagg aatgaaagga 
120 

cccccggagc ctgcaccctt 
180 

agaaaggaaa tcccagcttt 
240 

ttttggaaga gcctgtacta 
300 

ctctccccct ccaaccccca 
360 

agaggtatcc agatgttgat 
420 

attgcagtgg gcacggacta 
480 

agtgataatg aaaccagcag 
540 

acctgctgcc tagaaggggc 
600 

gatgctgact acgaacagga 
660 

gtcttcccca tcctcagtgt 
720 

gagttccacc gcagcagaca 
780 

gggttaagca acatcattgg 
840 

cagcgtgact ccaaaaaaag 
900 

ttcatcatcg cagaaattgt 
960 

cagttacgag ccaaatccca 
1020 

ccctacaggt atcgattccg 
1080 

gacctgtccc ccatcagcaa 
1140 

accctctccc gggacccctc 
1200 

cacgcttttc tacagttcca 
1260 

aatccggcca acaggcgcac 
1320 

cagcacagcc ttgggggaag 
1380 


375 


ctccggagcc atgccctgca 
acccagggac cctcagaagg 
ccgagggcca taggcgaccc 
cccaaagtcc ctgtggatgc 
ggttacccgg ctgcagagtg 
gccgtccaga gtaccatgaa 
caccactgta ggagcctttg 
ctggttatat tccagaggtg 
gaagaatgaa gaagtaatga 
tttccgaggc gtgtgcaaga 
cacagccgaa tatctcctgc 
cacgctgctg ttcttcggcg 
caacgtcatt ctcagcgcgg 
catcatagtt tatatatcag 
ttactcctat ggttggtcct 
aggagtggtt gccgtgcaca 
ctcggagttc ctgaagaaat 
gaggcggtca agttctcgct 
aggcttccac accatccctt 
aaagatcacc atggggaccc 
caattccaca cccaaagagt 
cacgcccgtc tgaactgacc 
tgtacagaga tgtctctgag 


cggaccctcg tctttaccac 
cagcagtgat gcggaccaac 
agggaactgg agagagctcc 
tgacaaaagg agacctgaat 
attttcccct ccggcactga 
gaattatgag gatgtgtgac 
ccgcttttag tttaatgacc 
tgtgcaggac taaatctaca 
cccattcggg gctgtggagg 
aaatcgatca cttccctgaa 
gagctgtgag ggcctccagt 
ggctctgcgt ggcagccagt 
gcatcttttt tgtctctgca 
ccaacgccgg agaccccggg 
tttatttcgg agccttctct 
tctatattga aaaacatcag 
ctacttttgc ccgcctccca 
ccaccgagcc cagatcccga 
ccactgacat ctcgatgttc 
tcctcaactc cgaccgggac 
tcaaagagtc actgcataat 
tctgacctct gccccacgcc 
gttgcatggc atggtccttg 
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tgatggtatt actttttaca aagaatgaaa 
1440 

cccctcaccc tccaagtcct aacccctcca 
1500 

atgtcattcc tctctctgtg tatctgtgcc 
1560 

aaggacctcc acattcttcc ctccttggaa 
1620 

ccagggggga tttccgaatc tccatcaggc 
1680 

cacaaatcct caggaaacca accaccgccc 
1740 

tgtgttagaa aaacatgacc agaaatcaaa 
1800 

taagcactca tgttattaaa ggttttgcct 
1854 

<210> 5542 
<211> 315 
<212 > PRT 

<213 > Homo sapiens 
<400> 5542 

Met Arg Met Cys Asp Arg Gly lie 
1 5 

Ala Phe Ala Ala Phe Ser Leu Met 
20 

Trp Leu Tyr Ser Arg Gly Val Cys 
35 40 

Glu Thr Ser Arg Lys Asn Glu Glu 
50 55 

Arg Thr Cys Cys Leu Glu Gly Ala 
65 70 

Asp His Phe Pro Glu Asp Ala Asp 
85 

Leu Leu Arg Ala Val Arg Ala Ser 
100 

Thr Leu Leu Phe Phe Gly Gly Leu 
115 120 

Arg Ser Arg His Asn Val lie Leu 
130 135 

Ala Gly Leu Ser Asn He lie Gly 
145 150 

Ala Gly Asp Pro Gly Gin Arg Asp 
165 

Trp Ser Phe Tyr Phe Gly Ala Phe 
180 

Gly Val Val Ala Val His lie Tyr 
195 200 

Ala Lys Ser His Ser Glu Phe Leu 
210 215 

Pro Pro Tyr Arg Tyr Arg Phe Arg 
225 230 

Glu Pro Arg Ser Arg Asp Leu Ser 


ccaaatggac tcagccctct cccacatttt 
tcctctctaa cttttcaagc caatccctta 
agatgttttc ctttcttcct tctttactgg 
gaggacttta ctaaaagtca caggtggtgg 
gcgctcatag ttgtccccat tgtctaccca 
aggtggooct gagggaggca ttcaccttta 
gatgtcagag ccccgaagca gctaatgtaa 
tgtcgtaacc aaccgaaaaa aaaa 


Gin Met Leu lie Thr Thr Val Gly 
10 15 

Thr lie Ala Val Gly Thr Asp Tyr 
25 30 

Arg Thr Lys Ser Thr Ser Asp Asn 
45 

Val Met Thr His Ser Gly Leu Trp 
60 

Phe Arg Gly Val Cys Lys Lys lie 
75 B0 

Tyr Glu Gin Asp Thr Ala Glu Tyr 
90 95 

Ser Val Phe Pro lie Leu Ser Val 
105 HO 

Cys Val Ala Ala Ser Glu Phe His 
125 

Ser Ala Gly lie Phe Phe Val Ser 
140 

lie lie Val Tyr lie Ser Ala Asn 
155 160 

Ser Lys Lys Ser Tyr Ser Tyr Gly 
170 175 

Ser Phe lie lie Ala Glu lie Val 
185 190 

lie Glu Lys His Gin Gin Leu Arg 
205 

Lys Lys Ser Thr Phe Ala Arg Leu 
220 

Arg Arg Ser Ser Ser Arg Ser Thr 
235 240 

Pro lie Ser Lys Gly Phe His Thr 
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245 


He 

Pro 

Ser 

Thr 

260 

Asp 

lie 

Ser 

Met 

Lys 

lie 

Thr 

275 

Met 

Gly 

Thr 

Leu 

Leu 

280 

Leu 

Gin 

290 

Phe 

His 

Asn 

Ser 

Thr 

295 

Pro 

Asn 

305 

Asn 

Pro 

Ala 

Asn 

Arg 

310 

Arg 

Thr 


<210> 5543 
<211> 4021 
<212> DNA 

<213> Homo sapiens 


250 255 

Phe Thr Leu Ser Arg Asp Pro Ser 
265 270 

Asn Ser Asp Arg Asp His Ala Phe 
285 

Lys Glu Phe Lys Glu Ser Leu His 
300 

Thr Pro Val 
315 


<400> 5543 

nntagggcag agctgggcct gcagctttag ggcctccctg cccctcctgc cgccaggagt 
60 

gcccggccgg atgaggcact tccctacagt gtgggtcccg tcggcagtgg cctgagggaa 
120 

cctgtgctgt gcgggctgcc cgaccacctt cccttcggtc tgatccccgc ctcaggcggc 
180 

cccctccctg gcatgctgct ggtgcccaag gctcaggggc tcgtggagat gctgcagacc 


240 

atctatgaga cagaatcctg tttctcagca gatgggatgt caggtcggga accatoettg 
300 

gaaatcctgc cgcggacttc tctgcacagc atccctgtga cagtggaggt gaagccggtg 
360 

ctgccaagag ccatgcccag ttccatgggg ggtgggggtg gaggcagccc cagccctgtg 
420 

gagctacggg gggctctggt gggctctgtg gaccccacac tgcgggagca gcaactgcag 
480 

caggagctcc tggcgctcaa gcagcagcag cagctgcaga agcagctcct gttcgctgag 
540 

ttccagaaac agcatgacca cctgacaagg cagcatgagg tccagctgca gaagcacctc 
600 

aagcagcagc aggagatgct ggcagccaag cagcagcagg agatgctggc agccaagcgg 
660 

cagcaggagc tggagcagca gcggcagcgg gagcagcagc ggcaggaaga gctggagaag 
720 

cagcggctgg agcagcagct gctcatcctg cggaacaagg agaagagcaa agagagtgcc 
780 

attgccagca ctgaggtaaa gctgaggctc caggaattcc tcttgtcgaa gtcaaaggag 
840 

cccacaccag gcggcctcaa ccattccctc ccacagcacc ccaaatgctg gggagcccac 
900 

catgcttctt tggaccagag ttcccctccc cagagcggcc cccctgggac gcctccctcc 
960 

tacaaactgc ctttgcctgg gccctacgac agtcgagacg acttccccct ccgcaaaaca 
1020 

gcctctgaac ccaacttgaa agtgcgttca aggctaaaac agaaggtggc tgagcggaga 
1080 

agcagtcccc tcctgcgtcg caaggatggg actgttatta gcacctttaa gaagagagct 
1140 
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gttgagatca caggtgccgg 
1200 

ggccccagct ctcccaacag 
1260 

gtccccaaca tccccactga 
1320 

cccaaccagt tcagcctcta 
1380 

gccacggtca ctgtcaccaa 
1440 

gaggccgaga ggcaggccct 
1500 

atgagcacat cctctattcc 
1560 

ccccacgggc atgcctccct 
1620 

agcaccctca ttgctgtgcc 
1680 

gccaccagca tgcggacggt 
1740 

tcctcaccgc tgccgcagag 
1800 

cagcagttcc tggagaagca 
1860 

acaggggagc tgcccaggca 
1920 

gagcagcagg aggtcttgct 
1980 

gagagtgaga gcacacagga 
2040 

gaggaggatt gcatccaggt 
2100 

gacttggagg agcctggtgc 
2160 

cctttgcagg tgtaccaggc 
2220 

cgtacccagt cctcccctgc 
2280 

aagcacctct tcaccacagg 
2340 

tgcgggaaca cacacgtgca 
2400 

ctgcaggaga caggcctgct 
2460 

gatgagatcc agacagtgca 
2520 

aaccggcaga agctagacag 
2580 

gtgctgcctt gtgggggcat 
2640 

tccagtgctg tgcgcatggc 
2700 

ggagagctca agaatggatt 
2760 


gcctggggcg tcgtccgtgt 
ctcccacagc accatcgctg 
gatgctccct cagcaccgag 
cacgtctcct tctctgccca 
ctcacacctc actgcctccc 
ccagtccctg cggcagggtg 
tggctgcctg ctgggcgtgg 
gctgcagcat gtgctgttgc 
actccacggg cagtccccac 
aggcaagctc ccgcggcatc 
-tccccaggcc ctgcagcagc 
gaagcagcag cagctacagc 
gcccaccacc caccctgagg 
99999 a 999 a gccctgacca 
agacctggag gaggaggacg 
taaggacgag gagggcgaga 
tggatacaaa aaactgttct 
gcccctcagc ctggccactg 
tgcccctggg ggcatgaaga 
tgtggtctac gacacgttca 
ccctgagcat gctggccgga 
tagcaagtgc gagcggatcc 
ctctgaatac cacaccctgc 
caagaagttg ctcggcccca 
cggggtggac agtgacaccg 
agtgggctgc ctgctggagc 
tgccatcatc cggcccccag 


gtaacagcgc acccggctcc 
agaatggctt tactggctca 
ccctccctct ggacagctcc 
acatctccct agggctgcag 
cgaagctgtc gacacagcag 
gcacgctgac cggcaagttc 
cactggaggg cgacgggagc 
tggagcaggc ccggcagcag 
tagtgacggg tgaacgtgtg 
ggcccctgag ccgcactcag 
tggtcatgca acaacagcac 
tgggcaagat cctcaccaag 
agacagagga ggagctgacg 
tgccccggga gggctccaca 
aggaagagga tggggaggag 
gtggtgctga ggaggggccc 
cagatgccca gccgctgcag 
tgccccacca ggccctgggc 
gccccccaga ccagcccgtc 
tgctaaagca ccagtgcatg 
tccagagcat ctggtcccgg 
gaggtcgeaa agccacgcta 
tctatgggac cagtcccctc 
tcagccagaa gatgtatgct 
tgtggaatga gatgcactcc 
tggccttcaa ggtggctgca 
gacaccacgc cgaggaatcc 
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acagccatgg gattctgctt cttcaactct gtagccatca ccgcaaaact cctacagcag 
2820 

aagttgaacg tgggcaaggt cctcatcgtg gactgggaca ttcaccatgg caatggcacc 
2880 

cagcaggcgt tctacaatga cccctctgtg ctctacatct ctctgcatcg ctatgacaac 
2940 

gggaacttct ttccaggctc tggggctcct gaagaggttg gtggaggacc aggcgtgggg 
3000 

tacaatgtga acgtggcatg gacaggaggt gtggaccccc ccattggaga cgtggaatac 
3060 

cttacagcct tcaggacagt ggtgatgccc attgcccacg agttctcacc tgatgtggtc 
3120 

ctagtctccg ctgggtttga tgctgttgaa ggacatctgt ctccactggg tggctactct 
3180 

gtcaccgcca gatgttttgg ccacttgacc aggcagctga tgaccctggc agggggccgg 
3240 

gtggtgctgg ccctggaggg aggccatgac ttgaccgcca tctgtgatgc ctctgaggct 
3300 

tgtgtctcgg ctctgctcag tgtagagctg cagcccttgg atgaggcagt cttgcagcaa 
3360 

aagcccaaca tcaacgcagt ggccacgcta gagaaagtca tcgagatcca gagcaaacac 
3420 

tggagctgtg tgcagaagtt cgccgctggt ctgggccggt ccctgcgaga ggcccaagca 
3480 

ggtgagaccg aggaggccga gactgtgagc gccatggcct tgctgtcggt gggggccgag 
3540 

caggcccagg ctgcggcagc ccgggaacac agccccaggc cggcagagga gcccatggag 
3600 

caggagcctg ccctgtgacg ccccggcccc catccctctg ggcttcacca ttgtgatttt 
3660 

gtttattttt tctattaaaa acaaaaagtc acacattcaa caaggtgtgc cgtgtgggtc 
3720 

tctcagcctt gcccctcctg ctcctctacg ctgcctcagg cccccagccc tgtggcttcc 
3780 

acctcagctc tagaagcctg ctccctctgc agggggtggt ggtgtcttcc cagccctgtc 
3840 

ccatgtgtcc ctccacccat tttcctgcat tctgtctgtc cttttcctcc ttggagcctg 
3900 

ggccagctca aggtgggcac gggggcccag acagtactct ccagttctgg ggccccccga 
.3960 

gtgaggaggg aacgggaagt cggtgccttg gtttcagctg attttggggg gaaatgcctt 

4020 
a 

4021 

<210> 5544 
<211> 1141 
<212> PRT 

<213 > Homo sapiens 
<400> 5544 

Met Leu Leu Val Pro Lys Ala Gin Gly Leu Val Glu Met Leu Gin Thr 
15 10 15 

lie Tyr Glu Thr Glu Ser Cys Phe Ser Ala Asp Gly Met Ser Gly Arg 
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20 





25 





30 



Glu 

Pro 

Ser 

Leu 

Glu 

lie 

Leu 

Pro 

Arg 

Thr 

Ser 

Leu 

His 

Ser 

lie 

Pro 



35 





40 





45 




Val 

Thr 

Val 

Glu 

Val 

Lys 

Pro 

Val 

Leu 

Pro 

Arg 

Ala 

Met 

Pro 

Ser 

Ser 


50 





55 





60 





Met 

Gly 

Gly 

Gly 

Gly 

Gly 

Gly 

Ser 

Pro 

Ser 

Pro 

Val 

Glu 

Leu 

Arg 

Gly 

65 





70 





75 





80 

Ala 

Leu 

Val 

Gly 

Ser 

Val 

Asp 

Pro 

Thr 

Leu 

Arg 

Glu 

Gin 

Gin 

Leu 

Gin 





85 





90 





95 


Gin 

Glu 

Leu 

Leu 

Ala 

Leu 

Lys 

Gin 

Gin 

Gin 

Gin 

Leu 

Gin 

Lys 

Gin 

Leu 




100 





105 





110 



Leu 

Phe 

Ala 

Glu 

Phe 

Gin 

Lys 

Gin 

His 

Asp 

His 

Leu 

Thr 

Arg 

Gin 

His 



115 





120 





125 




Glu 

Val 

Gin 

Leu 

Gin 

Lys 

His 

Leu 

Lys 

Gin 

Gin 

Gin 

Glu 

Met 

Leu 

Ala 


130 





135 





140 





Ala 

Lys 

Gin 

Gin 

Gin 

Glu 

Met 

Leu 

Ala 

Ala 

Lys 

Arg 

Gin 

Gin 

Glu 

Leu 

145 





150 





155 





160 

Glu 

Gin 

Gin 

Arg 

Gin 

Arg 

Glu 

Gin 

Gin 

Arg 

Gin 

Glu 

Glu 

Leu 

Glu 

Lys 





165 





170 





175 


Gin 

Arg 

Leu 

Glu 

Gin 

Gin 

Leu 

Leu 

lie 

Leu 

Arg 

Asn 

Lys 

Glu 

Lys 

Ser 




180 





185 





190 



Lys 

Glu 

Ser 

Ala 

He 

Ala 

Ser 

Thr 

Glu 

Val 

Lys 

Leu 

Arg 

Leu 

Gin 

Glu 



195 





200 





205 




Phe 

Leu 

Leu 

Ser 

Lys 

Ser 

Lys 

Glu 

Pro 

Thr 

Pro 

Gly 

Gly 

Leu 

Asn 

His 


210 





215 





220 





Ser 

Leu 

Pro 

Gin 

His 

Pro 

Lys 

Cys 

Trp 

Gly 

Ala 

His 

His 

Ala 

Ser 

Leu 

225 





230 





235 





240 

Asp 

Gin 

Ser 

Ser 

Pro 

Pro 

Gin 

Ser 

Gly 

Pro 

Pro 

Gly 

Thr 

Pro 

Pro 

Ser 





245 





250 





255 


Tyr 

Lys 

Leu 

Pro 

Leu 

Pro 

Gly 

Pro 

Tyr 

Asp 

Ser 

Arg 

Asp 

Asp 

Phe 

Pro 




260 





265 





270 



Leu 

Arg 

Lys 

Thr 

Ala 

Ser 

Glu 

Pro 

Asn 

Leu 

Lys 

Val 

Arg 

Ser 

Arg 

Leu 



275 





280 





285 




Lys 

Gin 

Lys 

Val 

Ala 

Glu 

Arg 

Arg 

Ser 

Ser 

Pro 

Leu 

Leu 

Arg 

Arg 

Lys 


290 





295 





300 





Asp 

Gly 

Thr 

Val 

lie 

Ser 

Thr 

Phe 

Lys 

Lys 

Arg 

Ala 

Val 

Glu 

lie 

Thr 

305 





310 





315 





320 

Gly 

Ala 

Gly 

Pro 

Gly 

Ala 

Ser 

Ser 

Val 

Cys 

Asn 

Ser 

Ala 

Pro 

Gly 

Ser 





325 





330 





335 


Gly 

Pro 

Ser 

Ser 

Pro 

Asn 

Ser 

Ser 

His 

Ser 

Thr 

lie 

Ala 

Glu 

Asn 

Gly 




340 





345 





350 



Phe 

Thr 

Gly 

Ser 

Val 

Pro 

Asn 

lie 

Pro 

Thr 

Glu 

Met 

Leu 

Pro 

Gin 

His 



355 





360 





365 




Arg 

Ala 

Leu 

Pro 

Leu 

Asp 

Ser 

Ser 

Pro 

Asn 

Gin 

Phe 

Ser 

Leu 

Tyr 

Thr 


370 





375 





380 





Ser 

Pro 

Ser 

Leu 

Pro 

Asn 

lie 

Ser 

Leu 

Gly 

Leu 

Gin 

Ala 

Thr 

Val 

Thr 

385 





390 





395 





400 

Val 

Thr 

Asn 

Ser 

His 

Leu 

Thr 

Ala 

Ser 

Pro 

Lys 

Leu 

Ser 

Thr 

Gin 

Gin 





405 





410 





415 


Glu 

Ala 

Glu 

Arg 

Gin 

Ala 

Leu 

Gin 

Ser 

Leu 

Arg 

Gin 

Gly 

Gly 

Thr 

Leu 




420 





425 





430 



Thr 

Gly 

Lys 

Phe 

Met 

Ser 

Thr 

Ser 

Ser 

lie 

Pro 

Gly 

Cys 

Leu 

Leu 

Gly 



435 





440 





445 




Val 

Ala 

Leu 

Glu 

Gly 

Asp Gly 

Ser 

Pro 

His 

Gly 

His 

Ala 

Ser 

Leu 

Leu 
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450 





455 





460 





Gin 

His 

Val 

Leu 

Leu 

Leu 

Glu 

Gin 

Ala 

Arg 

Gin 

Gin 

Ser 

Thr 

Leu 

lie 

465 





470 





475 





480 

Ala 

Val 

Pro 

Leu 

His 

Gly 

Gin 

Ser 

Pro 

Leu 

Val 

Thr 

Gly 

Glu 

Arg 

Val 





485 





490 





495 


Ala 

Thr 

Ser 

Met 

Arg 

Thr 

Val 

Gly 

Lys 

Leu 

Pro 

Arg 

His 

Arg 

Pro 

Leu 




500 





505 





510 



Ser Arg 

Thr 

Gin 

Ser 

Ser 

Pro 

Leu 

Pro 

Gin 

Ser 

Pro 

Gin 

Ala 

Leu 

Gin 



515 





520 





525 




Gin 

Leu 

Val 

Met 

Gin 

Gin 

Gin 

His 

Gin 

Gin 

Phe 

Leu 

Glu 

Lys 

Gin 

Lys 


530 





535 





540 





Gin 

Gin 

Gin 

Leu 

Gin 

Leu 

Gly 

Lys 

lie 

Leu 

Thr 

Lys 

Thr 

Gly 

Glu 

Leu 

545 





550 





555 





560 

Pro Arg 

Gin 

Pro 

Thr 

Thr 

His 

Pro 

Glu 

Glu 

Thr 

Glu 

Glu 

Glu 

Leu 

Thr 





565 





570 





575 


Glu 

Gin 

Gin 

Glu 

Val 

Leu 

Leu 

Gly 

Glu 

Gly 

Ala 

Leu 

Thr 

Met 

Pro 

Arg 




580 





585 





590 



Glu Gly 

Ser 

Thr 

Glu 

Ser 

Glu 

Ser 

Thr 

Gin 

Glu 

Asp 

Leu 

Glu 

Glu 

Glu 



595 





600 





605 




Asp Glu 

Glu 

Glu 

Asp 

Gly 

Glu 

Glu 

Glu 

Glu 

Asp 

Cys 

lie 

Gin 

Val 

Lys 


610 





615 





620 





Asp Glu 

Glu 

Gly 

Glu 

Ser 

Gly 

Ala 

Glu 

Glu 

Gly 

Pro 

Asp 

Leu 

Glu 

Glu 

625 





630 





635 





640 

Pro Gly 

Ala 

Gly 

Tyr 

Lys 

Lys 

Leu 

Phe 

Ser 

Asp 

Ala 

Gin 

Pro 

Leu 

Gin 





645 





650 





655 


Pro 

Leu 

Gin 

Val 

Tyr 

Gin 

Ala 

Pro 

Leu 

Ser 

Leu 

Ala 

Thr 

Val 

Pro 

His 




660 





665 





670 



Gin 

Ala 

Leu 

Gly 

Arg 

Thr 

Gin 

Ser 

Ser 

Pro 

Ala 

Ala 

Pro 

Gly 

Gly 

Met 



675 





680 





685 




Lys 

Ser 

Pro 

Pro 

Asp 

Gin 

Pro 

Val 

Lys 

His 

Leu 

Phe 

Thr 

Thr 

Gly 

Val 


690 





695 





700 





Val 

Tyr 

Asp 

Thr 

Phe 

Met 

Leu 

Lys 

His 

Gin 

Cys 

Met 

Cys 

Gly 

Asn 

Thr 

705 





710 





715 





720 

His 

Val 

His 

Pro 

Glu 

His 

Ala 

Gly 

Arg 

lie 

Gin 

Ser 

lie 

Trp 

Ser 

Arg 





725 





730 





735 


Leu 

Gin 

Glu 

Thr 

Gly 

Leu 

Leu 

Ser 

Lys 

Cys 

Glu 

Arg 

lie 

Arg 

Gly 

Arg 




740 





745 





750 



Lys 

Ala 

Thr 

Leu 

Asp 

Glu 

lie 

Gin 

Thr 

Val 

His 

Ser 

Glu 

Tyr 

His 

Thr 



755 





760 





765 




Leu 

Leu 

Tyr 

Gly 

Thr 

Ser 

Pro 

Leu 

Asn 

Arg 

Gin 

Lys 

Leu 

Asp 

Ser 

Lys 


770 





775 





780 





Lys 

Leu 

Leu 

Gly 

Pro 

lie 

Ser 

Gin 

Lys 

Met 

Tyr 

Ala 

Val 

Leu 

Pro 

Cys 

785 





790 





795 





800 

Gly Gly 

lie 

Gly 

Val 

Asp 

Ser 

Asp 

Thr 

val 

Trp 

Asn 

Glu 

Met 

His 

Ser 





805 





810 





815 


Ser 

Ser 

Ala 

Val 

Arg 

Met 

Ala 

val 

Gly 

Cys 

Leu 

Leu 

Glu 

Leu 

Ala 

Phe 




820 





825 





830 



Lys 

Val 

Ala 

Ala 

Gly 

Glu 

Leu 

Lys 

Asn 

Gly 

Phe 

Ala 

lie 

lie 

Arg 

Pro 



835 





840 





845 




Pro Gly 

His 

His 

Ala 

Glu 

Glu 

Ser 

Thr 

Ala 

Met 

Gly 

Phe 

Cys 

Phe 

Phe 


850 





855 





860 





Asn 

Ser 

Val 

Ala 

He 

Thr 

Ala 

Lys 

Leu 

Leu 

Gin 

Gin 

Lys 

Leu 

Asn 

Val 

865 





870 





875 





880 

Gly Lys 

Val 

Leu 

lie 

Val 

Asp 

Trp 

Asp 

lie 

His 

His 

Gly 

Asn 

Gly 

Thr 
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885 890 895 

Gin Gin Ala Phe Tyr Asn Asp Pro Ser Val Leu Tyr lie Ser Leu His 
900 905 910 

Arg Tyr Asp Asn Gly Asn Phe Phe Pro Gly Ser Gly Ala Pro Glu Glu 
915 920 925 

Val Gly Gly Gly Pro Gly Val Gly Tyr Asn Val Asn Val Ala Trp Thr 
930 935 940 

Gly Gly Val Asp Pro Pro He Gly Asp Val Glu Tyr Leu Thr Ala Phe 

945 950 955 960 

Arg Thr Val Val Met Pro lie Ala His Glu Phe Ser Pro Asp Val Val 

965 970 975 

Leu Val Ser Ala Gly Phe Asp Ala Val Glu Gly His Leu Ser Pro Leu 
980 985 990 

Gly Gly Tyr Ser Val Thr Ala Arg Cys Phe Gly His Leu Thr Arg Gin 
995 1000 1005 

Leu Met Thr Leu Ala Gly Gly Arg Val Val Leu Ala Leu Glu Gly Gly 
1010 1015 1020 

His Asp Leu Thr Ala lie Cys Asp Ala Ser Glu Ala Cys Val Ser Ala 

1025 1030 1035 1040 

Leu Leu Ser Val Glu Leu Gin Pro Leu Asp Glu Ala Val Leu Gin Gin 

1045 1050 1055 

Lys Pro Asn He Asn Ala Val Ala Thr Leu Glu Lys Val lie Glu He 
1060 1065 1070 

Gin Ser Lys His Trp Ser Cys Val Gin Lys Phe Ala Ala Gly Leu Gly 
1075 1080 1085 

Arg Ser Leu Arg Glu Ala Gin Ala Gly Glu Thr Glu Glu Ala Glu Thr 
1090 1095 1100 

Val Ser Ala Met Ala Leu Leu Ser Val Gly Ala Glu Gin Ala Gin Ala 

1105 1110 1115 1120 

Ala Ala Ala Arg Glu His Ser Pro Arg Pro Ala Glu Glu' Pro Met Glu 

1125 1130 1135 

Gin Glu Pro Ala Leu 
1140 

<210> 5545 
<2 11> 1932 
<212 > DNA 

<2 13 > Homo sapiens 
<4 00> 5545 

nncccagttt ctcagtgtcc ctgagcctca gttttctcat ctataaataa gaatcgcttg 
60 

aacctgggag gcggaggt.tg cgctaaccaa gatcgcgcca ttgcactcca gcctgggtga 
120 

caggagtgaa actctgtatc aaaaagaaat aaaaaaacga ggtcaagtag taagagaagc 
180 

ggtaagagtg acgggaacag gagtcattga cctcttggga gaggagacat tggaggtggt 
240 

gatgatttgc tgaagcagcc acacacgttc agcttgtgag gacagcagtt gttaggcagg 
300 

ggatgaggga ggaagctggc agatctgtgc aggtgagagg tacctgtggc cttgggctca 
360 

tggaagtggg aggtgatggg attctaatgt gcttgggtac agtttacaaa tacaacctct 
420 
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cttagtttgc ccaatacctc 
480 

actgagccac agtcacacat 
540 

cacatggcgg tcccggcctg 
600 

ctctgttctt gcctgtttca 
660 

gcctcgaggg tcttctgcgg 
720 

atcatcctgg cccagaagaa 
780 

aacttcaaca acctgtccag 
840 

acgaggaccc tagtagagat 
900 

ctgaaaggga aactggccag 
960 

ttcctggagg aagaggatga 
1020 

tcagaacaga gcacgggctc 
1080 

cccggcttcg aggacctgtc 
1140 

cagacagatg acgaggagat 
1200 

ctcagggcag cagcatacaa 
1260 

ctcctttgct gccccgttct 
1320 

gggtgtggaa ttcctggggg 
1380 

attctgcaag acccctctgc 
1440 

gggcacaggg gaatttttcc 
1500 

gttcccagac accagagcca 
1560 

aagcacggtc tcctctgagt 
1620 

ctgccccttg ctccgtaaaa 
1680 

gagataggta gaagtcttga 
1740 

ttctgtgttt ctctgaatag 
1800 

ctccatggag caaacggagc 
1860 

tgtttacaga tgctgttggg 
1920 

gtaaaaaaaa aa 
1932 

< 210 > 5546 


caaattcctg gggtggcaca 
ccccactgta ggataccacc 
gcctcttggt cccacctcac 
ggcagcggag gaggagaaag 
ccgcatcctg agcatggtga 
catgctggac cgctttgaga 
tgcccgcctg cagcagatga 
gaaacgggac ctggacagca 
gcagcaccca gaggccttca 
agaccccatc ccacccagca 
atgtgacacc agccccgaca 
ccatgtccag cctggctccc 
gacgggcgaa tagccctgct 
ggtggcagcg ggtaaccctg 
gtcacccagg gctcctaggg 
ggtctttaat tctggctcct 
catgccaggg cacgcccatt 
agagctgagc ctgacgtctg 
gatgtccccc accaccggtc 
tcaccccagc ccacccccgc 
gtatcaaata ctttctcctt 
gacggaggct ggccatccat 
aggtgtggaa cctgaggggc 
cacctcggga aagagtttaa 
aagttatcaa taaaaagaca 


cctgaggttc aggtggcatg 
acggttgggt taggttccag 
ctggtgacta gtgcagacca 
agatggacct cccggactcg 
acacagatga tgtcaacgcc 
agaccaatga gatgctgctc 
gcgaacgctt cctgcaccac 
tcttccgccg tatcaggacg 
gccatatccc agaggcatcc 
ccacgaccac cattgccacc 
ccgtctcgcc ctccctgagc 
cagccatcaa cggccgcagc 
gcccggtgcc ttgagggggt 
ccttgttctg tcatccaggg 
ggacaaggct ctctcccgag 
tccttcctca gaacatctct 
ccagctggag tcgtggggct 
ctctgaagaa tgcttagaag 
aggacctcct tgaggtgcac 
acccactaat tctgcttttc 
ggtatctcaa ggaggtttct 
tcagccctga gcgtgctgag 
cagcaggcct ctctgaaggc 
tggaatattt ttgtacccga 
ccattactaa aaagggaaaa 
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<2X1> 183 
<212> PRT 

<213 > Homo sapiens 


<400> 5546 


Ala 

Ala 

Glu 

Glu 

Glu 

Lys 

Glu 

Met 

Asp 

Leu 

Pro Asp 

Ser 

Ala 

Ser 

Arg 

1 




5 





10 





15 


Val 

Phe 

Cys 

Gly 

Arg 

lie 

Leu 

Ser 

Met 

Val 

Asn 

Thr 

Asp 

Asp 

Val 

Asn 




20 





25 





30 



Ala 

lie 

lie 

Leu 

Ala 

Gin 

Lys 

Asn 

Met 

Leu 

Asp 

Arg 

Phe 

Glu 

Lys 

Thr 



35 





40 





45 




Asn 

Glu 

Met 

Leu 

Leu 

Asn 

Phe 

Asn 

Asn 

Leu 

Ser 

Ser 

Ala 

Arg 

Leu 

Gin 


50 





55 





60 





Gin 

Met 

Ser 

Glu 

Arg 

Phe 

Leu 

His 

His 

Thr 

Arg 

Thr 

Leu 

Val 

Glu 

Met 

65 





70 





75 





80 

Lys 

Arg 

Asp 

Leu 

Asp 

Ser 

lie 

Phe 

Arg Arg 

lie 

Arg 

Thr 

Leu 

Lys 

Gly 





85 





90 





95 


Lys 

Leu 

Ala 

Arg 

Gin 

His 

Pro 

Glu 

Ala 

Phe 

Ser 

His 

lie 

Pro 

Glu 

Ala 




100 





105 





110 



Ser 

Phe 

Leu 

Glu 

Glu 

Glu 

Asp 

Glu 

Asp 

Pro 

lie 

Pro 

Pro 

Ser 

Thr 

Thr 



115 





120 





125 




Thr 

Thr 

He 

Ala 

Thr 

Ser 

Glu 

Gin 

Ser 

Thr 

Gly Ser 

Cys 

Asp 

Thr 

Ser 


130 





135 





14 0 





Pro 

Asp 

Thr 

Val 

Ser 

Pro 

Ser 

Leu 

Ser 

Pro 

Gly Phe 

Glu 

Asp 

Leu 

Ser 

145 





150 





155 





160 

His 

Val 

Gin 

Pro 

Gly 

Ser 

Pro 

Ala 

lie 

Asn 

Gly Arg 

Ser 

Gin 

Thr 

Asp 





165 





170 





175 


Asp 

Glu 

Glu 

Met 

Thr 

Gly 

Glu 











180 

<210> 5547 
<211 > 1391 
<212 > DNA 

<213> Homo sapiens 
<4 00> 5547 

nntgtcctac ggcggacagt ttcgtaccgg cttcttctct ggggtagggg tagcctcgcc 
60 

cggaagcaag gcctctggaa aaccgcggcc cctgagttgc aaacaaatgt cagatcccag 
120 

atattaaggc taagacatac tgcatttgta ataccaaaga aaaacgttcc tacctcaaaa 
180 

cgtgaaactt acacagagga ttttattaaa aagcagattg aagagttcaa cataggaaag 
240 

agacatttag ccaacatgat gggagaagat ccagaaactt tcactcaaga agatattgac 
300 

agagctattg cttacctttt cccaagtggt ttgtttgaga aacgagccag gccagtaatg 
360 

aagcatcctg aacagatttt tccaagacaa agagcaatcc agtggggaga agatggccgt 
420 

ccatttcact atctcttcta tactggcaaa cagtcatact attcattaat gcatgatgta 
480 

nntatggaat gttactcaat ttagaaanaa catcaaagtc acttgcaagc caaaagtctg 
540 


4731 



WO 00/58473 


PCTAJS00/08621 


cttccagaaa aaactgtaac cagagacgtg attggcagca gatggctgat taaggaggaa 
600 

ctagaagaaa tgttagtgga aaaactgtca gatctagatt atatgcagtt cattcggctg 
660 

ctagaaaagt tattgacatc gcagtgtggt gctgctgagg aagaatttgt gcagaggttt 
720 

cgaagaagtg taactcttga atcaaaaaaa cagctgattg aacctgtaca gtatgatgag 
780 

caaggaatgg cctttagcaa aagcgaaggt aaaagaaaga ctgcaaaagc agaagcaatt 
840 

gtttataaac atggaagtgg aagaataaaa gtaaatggaa ttgattacca gctttacttc 
900 

ccgatcacac aggacagaga acagctgatg ttccctttcc actttgttga ccggctggga 
960 

aagcacgacg tgacctgcac agtctcaggg ggcgggaggt cagcgcaggc tggagcaata 
1020 

cgactggcaa tggcaaaagc cttgtgcagc tttgtcaccg aggacgaggt cgagtggatg 
1080 

agacaagctg gactacttac tactgatcca cgtgtgaggg aacggaagaa gccaggccaa 
1140 

gagggagccc gcagaaagtt tacgtggaag aaacgctaag ggtttgctcc caggaaagga 
1200 

gaggaagagc tatatatatg tgccgacatg tggcagacac acagtaaata atggctgacc 
1260 

agcatgaggg cagtactgtc agaaatttct ttgagctgtg agatggattt atttttaaat 
1320 

gctactttgt aaaggtgacc tttaaaaaat aaaaggaaaa taaagaatgt tagtttcaaa 
1380 

aaaaaaaaaa a 
1391 

<210> 5548 
<211> 167 
<212> PRT 

<213> Homo sapiens 


<400> 5548 


Xaa 

Val 

Leu Arg 

Arg 

Thr 

Val 

Ser 

Tyr 

Arg 

Leu 

Leu 

Leu 

Trp 

Gly Arg 

1 




5 





10 





15 


Gly 

Ser 

Leu 

Ala 

Arg 

Lys 

Gin 

Gly 

Leu 

Trp 

Lys 

Thr 

Ala 

Ala 

Pro 

Glu 




20 





25 





30 



Leu 

Gin 

Thr 

Asn 

Val 

Arg 

Ser 

Gin 

lie 

Leu 

Arg 

Leu 

Arg 

His 

Thr 

Ala 



35 





40 





45 




Phe 

Val 

He 

Pro 

Lys 

Lys 

Asn 

Val 

Pro 

Thr 

Ser 

Lys 

Arg 

Glu 

Thr Tyr 


50 





55 





60 





Thr 

Glu 

Asp 

Phe 

He 

Lys 

Lys 

Gin 

lie 

Glu 

Glu 

Phe 

Asn 

lie 

Gly Lys 

65 





70 





75 





80 

Arg 

His 

Leu 

Ala 

Asn 

Met 

Met 

Gly 

Glu 

Asp 

Pro 

Glu 

Thr 

Phe 

Thr 

Gin 





85 





90 





95 


Glu 

Asp 

lie Asp 

Arg 

Ala 

lie 

Ala 

Tyr 

Leu 

Phe 

Pro 

Ser 

Gly 

Leu 

Phe 




100 





105 





110 



Glu 

Lys 

Arg 

Ala 

Arg 

Pro 

Val 

Met 

Lys 

His 

Pro 

Glu 

Gin 

lie 

Phe 

Pro 



115 





120 





125 




Arg 

Gin 

Arg Ala 

lie 

Gin 

Trp 

Gly 

Glu 

Asp 

Gly 

Arg 

Pro 

Phe 

His 

Tyr 
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130 135 

Leu Phe Tyr Thr Gly Lys Gin Ser Tyr Tyr Ser Leu Met His Asp Val 
145 150 155 160 

Xaa Met Glu Cys Tyr Ser He 
165 

<210> 5549 
<211> 1865 
<212> DNA 

<213> Homo sapiens 
<400> 5549 


gcgtcaccga gggccgcgca gactgcgacg 
60 

cgcttccctt tggaccccgg agtgaaaaac 
120 

agatttagga ccctgaggag tctttttcac 
180 

agggcagtcc ttgtggggtc ctcgtggcca 
240 

gcccgaggat ggtcgggcct ggcgttgggc 
300 

ctaactcagg tgagatggag ccgctatagt 
360 

gaatattatc gcaagccagt ggaggagcta 
420 

aagaagactc agctcatcaa agctgctcca 
480 

ccagtcatca gtaaattcac caacatgatg 
540 

tccctcatga ttcagactct ggaagctgtg 
600 

gcttctgcag aggaacaggc aaccatcgaa 
660 

ctgaaaaact gtgagcctat gattgggctg 
720 

caggtccctg tacccctacc cgaccggcgt 
780 

actgagtgcc gggataaaaa gcaccagcgg 
840 

ctgctggagg ctttccataa ccagggcccc 
900 

atggcagagg ccaaccgtgc cctggcccac 
960 

cccagggccc tctgccgcaa gaaacagtgt 
1020 

ggttaaggat gtagttcctt tgtaagggtg 
1080 

tattcactat ccgttaatcc ttctttcttt 
1140 

ttccttgtaa agagggagca cattgacttg 
1200 

ttctcttccc ttaggttggg gcggaccttt 
1260 


gatacaggga gggcaagggt ttccttttgg 
tctaacgtcc agatcagtgg agagaaacgc 
ccgtttcccg tcactcgctc aggcgcgccg 
gccaagatgg ttgcccccgc agtgaaggtt 
gtgcggcggg ctgtcttgca gcttccaggg 
cctgaattca aggatccctt gattgacaag 
actgaggagg agaaatatgt tcgggagctc 
gcagggaaaa caagttctgt gtttgaagac 
atgataggag gaaacaaagt actggccaga 
aaaaggaagc agtttgagaa gtaccatgcc 
cgcaacccct acaccatctt ccatcaagca 
gtacccatcc tcaagggagg ccgtttctac 
cgccgcttcc tagccatgaa gtggatgatc 
acactgatgc cggagaagct gtcacacaag 
gtgatcaaga ggaagcatga cttgcacaag 
taccgctggt ggtagagtct ccaggaggag 
gagctactgc cacgctgaaa actacctgtg 
ggcaggcctc gtaagaaaga tgtagcagca 
gaggctggaa cttgctctct ctgcccctat 
ggaatttcct ccaggaaact cagggctgtt 
ggacatataa aggaagcagt tttagtatca 
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gaaaagattt attagaaaat tctcacgctg aactggtgta gcatgtggtg cagcattcag 
1320 

tgaaactggc tggaggaaat aggcttgttt ccagagttgt ccttatacaa aatgtataaa 
13 80 

aagcagtttc tggtgtgact tgtgctctgc ctccacccct tgacatccca aaatatccca 
1440 

ccagtggcta tgcttaccca ttttacagat gggtaaactg aggcaccaag gtagtagttg 
1500 

cactaatggt tacacagtgc agtggctctt gggagttgcc cttctctgcc tggccgtggt 
1560 

gggttgtggt ggggaaaggg gctcagggca ggaccacggc ataagtggga aacatctcac 
1620 

caggagatgg gaaagtctag aagggaagac actcaaagtc tggaagggaa aagtctttgg 
1680 

gtgaggcaga gactccactg ccagctttag aggtgggtag aagaaaggcc agtgctggtg 
1740 

aggaagccct gatctggagg cctagtcgga gacttcgctg tagtaatact tgtgggcagc 
1800 

tggcgttgtc ttccagccgg ccgcccggaa ctcaatgatc tccagcagca gcagctggca 

1860 

gggcc 

1865 

<210> 5550 
<211> 242 
<212 > PRT 

<213> Homo sapiens 
<400> 5550 

Met Val Ala Pro Ala Val Lys Val Ala Arg Gly Trp Ser Gly Leu Ala 
15 10 15 

Leu Gly Val Arg Arg Ala Val Leu Gin Leu Pro Gly Leu Thr Gin Val 
20 25 30 

Arg Trp Ser Arg Tyr Ser Pro Glu Phe Lys Asp Pro Leu lie Asp Lys 
35 40 45 

Glu Tyr Tyr Arg Lys Pro Val Glu Glu Leu Thr Glu Glu Glu Lys Tyr 
50 55 60 

Val Arg Glu Leu Lys Lys Thr Gin Leu lie Lys Ala Ala Pro Ala Gly 

65 70 75 80 

Lys Thr Ser Ser Val Phe Glu Asp Pro Val He Ser Lys Phe Thr Asn 

85 90 95 

Met Met Met lie Gly Gly Asn Lys Val Leu Ala Arg Ser Leu Met lie 
100 105 110 

Gin Thr Leu Glu Ala Val Lys Arg Lys Gin Phe Glu Lys Tyr His Ala 
115 120 125 

Ala Ser Ala Glu Glu Gin Ala Thr lie Glu Arg Asn Pro Tyr Thr lie 
130 135 140 

Phe His Gin Ala Leu Lys Asn Cys Glu Pro Met lie Gly Leu Val Pro 

145 150 155 160 

lie Leu Lys Gly Gly Arg Phe Tyr Gin Val Pro Val Pro Leu Pro Asp 

165 170 175 

Arg Arg Arg Arg Phe Leu Ala Met Lys Trp Met lie Thr Glu Cys Arg 
180 185 190 

Asp Lys Lys His Gin Arg Thr Leu Met Pro Glu Lys Leu Ser His Lys 
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195 200 205 

Leu Leu Glu Ala Phe His Asn Gin Gly Pro Val He Lys Arg Lys His 
210 215 220 

Asp Leu His Lys Met Ala Glu Ala Asn Arg Ala Leu Ala His Tyr Arg 
225 230 235 240 

Trp Trp 

<210> 5551 
<2 11> 1689 
<212> DNA 

<2 13 > Homo sapiens 
<400> 5551 


ttttaaatta cattatttat tttttagatc 
60 

acaaaaagtt gaacttgatc acaacttcct 
120 

ctgaagagtt tctccacgga gggaccaaga 
180 

ctacacaact ttcaatacaa aaaaatttac 
240 

gaggcaaaac agagtattac agtaacacta 
300 

accatgtttt aacacataaa gtgtcacaat 
360 

aaaatataat taccatatag tgtggtttta 
420 

tgatggactt cataattaaa tggcaattgt 
480 

ccatgaattt atgaagtaat tccataattt 
540 

tacactagca acagtgtaag cgagctaaga 
600 

atatatacac acacaataat gtacaattaa 
660 

ccatattgca caaacagata cattacgaga 
720 

tggcaatagg ctaagacaaa tctgagttct 
780 

aacaaatcca aagactatat tgttagaaag 
840 

aatgtgaagc aaggctgaaa ttcactttgg 
900 

gtgctttcca ctcagcatag tgcattttag 
960 

aatattcagc tgtcaacaga aggtaagaaa 
1020 

caaattgaac tcactgtgag agcttctact 
1080 

tccaaaccaa gtaaccgctt tctgactaac 
1140 

tggattcgaa gcataaggtc tccaacaacc 
1200 


atccctctta gtcctgcatg cattgttagc 
ttgaagagag agtaggtaca caatgaccat 
attccagacg ctggtaacac tgtcagtaac 
caaatatcct gtttaatgta aacaaggcag 
ttttacaggg cccagaaaat gtgattatct 
gacatgcata tttgatttac tacataaccc 
gcacttcact gtaacgtctt ctgtcaatac 
atgttaatgc aataatttat gaaaacatta 
gtgccctgta aaattaagtg taacaatgtt 
attttggtcc ttatatatat acatatatac 
accaaaaagc tatgaatcca ctcacagctt 
aagttacata gttataaggt gagtactata 
atcaagtaaa gaatgcggct cataactaaa 
ttttaaaaaa tgtgcatatt tattgataca 
aacttgctat ggcaatcaat tgttatgacg 
ttactgtttt tgcaagtact gagtaacaga 
aactggtgat gcagtacaat gtttcactaa 
ggctctaggt ctgaaatagg gccttcaggt 
agaagcttgg gagtaaagtc ttgaatacgc 
ctgacaatta cagagaagag agatctacag 
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ccaggagcga ggttcacgta aggatccaaa aggtactcgt ggatgtgtgg atgagggaag 
1260 

agagaaagtc tagataacac tgaggttact tgtaagttta catcatatgg ctgatcaaga 
1320 

attcttccca ttctgtcgaa cagcactttc aaaaaatgac cttcaaagaa agcagcttct 
1380 

aaattgcact tttccaatgc ttttggagac ccaggccact cccatcttaa gcagatagca 
1440 

cagtagtctc ggaactgcct atgagcgtct cggaggtaag tgtcatatcc tgtgccctca 
1500 

acatggtagg aggattttgc gtcatccggt accagacaga gaaaactatt tacaatttta 
1560 

tgaacttcag tttttccatc atttttgggg tggtctggag tagcaggagg tgaagaacta 
1620 

agccactctt ggtttggcaa agtgttttct ggtgaaatgt cagtaaataa tggatcttct 
1680 

tccagatct 

1689 

<210> 5552 
<211> 104 
<212> PRT 

<213> Homo sapiens 
<400> 5552 

Met Gly Arg lie Leu Asp Gin Pro Tyr Asp Val Asn Leu Gin Val Thr 
1 5 10 

Ser Val Leu Ser Arg Leu Ser Leu Phe Pro His Pro His lie His Glu 
20 25 30 

Tyr Leu Leu Asp Pro Tyr Val Asn Leu Ala Pro Gly Cys Arg Ser Leu 
35 40 45 

Phe Ser Val lie Val Arg Val Val Gly Asp Leu Met Leu Arg lie Gin 
50 55 60 

Arg lie Gin Asp Phe Thr Pro Lys Leu Leu Leu Val Arg Lys Arg Leu 

65 70 75 80 

Leu Gly Leu Glu Pro Glu Gly Pro lie Ser Asp Leu Glu Pro Val Glu 

85 90 95 

Ala Leu Thr Val Ser Ser lie Cys 
100 

<210> 5553 
<211> 274 
<212> DNA 

<213> Homo sapiens 
<400 > 5553 

ccatggatgg aggccagggt acttcaggac ctctgaagac agcaaagcag tttctggcaa 
60 

tctctgagga ggtggcattt gttccagaaa aaaggacccc ccaaccccat cccacagcct 
120 

caccagaccc taaagtcaga ataaccggcc cagctacagc ccctgcggtc gtgcttagcc 
180 

actacagagg ctgctatttc cccagccagt gtccctggca gccttggaaa ccaatgaagc 
240 
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aggctctgac acaggaatcc ctctgcatct ttat 
274 

<210 > 5554 

<211> 90 

<212 > PRT 

<213 > Homo sapiens 

<400> 5554 

Met Asp Gly Gly Gin Gly Thr Ser Gly Pro Leu Lys Thr Ala Lys Gin 
1-5 10 15 

Phe Leu Ala lie Ser Glu Glu Val Ala Phe Val Pro Glu Lys Arg Thr 
20 25 30 

Pro Gin Pro His Pro Thr Ala Ser Pro Asp Pro Lys Val Arg He Thr 
35 40 45 

Gly Pro Ala Thr Ala Pro Ala Val Val Leu Ser His Tyr Arg Gly Cys 
50 55 60 

Tyr Phe Pro Ser Gin Cys Pro Trp Gin Pro Trp Lys Pro Met Lys Gin 
65 70 75 80 

Ala Leu Thr Gin Glu Ser Leu Cys lie Phe 
85 90 

<210> 5555 

<211> 414 

<212 > DNA 

<213 > Homo sapiens 

<400> 5555 

acgcgtgtgt gcacgcaggc atgggctttc agggctttca gagcaggggc cgacggcatt 
60 

ctccctcggg ccagcggtca gatgtggggt tcaggaaaca aggcccaggt ggggatgaat 
120 

cacagggctg tgattctaga agggacagct gtgaggggcc gggacaggct aagctggagg 
1B0 

actcaccaga cttgcggggg tcaacacgct ccagatgtct cctagacctc tcacactcag 
240 

cacatccaaa cctgaaccca gcacctggcc ccacacctgt cccctggcta gagacggggg 
300 

cctcagccca gctgttcccc ttctcccaca gcctctcagc tgcgtgtcgg gtccattctg 
360 

catcttgaac atctctccca gtggattccc ttctgctgtc ctggtccagg atcc 
414 

<2 10> 5556 

<211> 115 

<212> PRT 

<213 > Homo sapiens 


<400> 5556 

Met Gly Phe Gin Gly Phe Gin Ser 
1 5 

Gly Gin Arg Ser Asp Val Gly Phe 
20 

Glu Ser Gin Gly Cys Asp Ser Arg 


Arg Gly Arg Arg His 
10 

Arg Lys Gin Gly Pro 
25 

Arg Asp Ser Cys Glu 


Ser Pro Ser 
15 

Gly Gly Asp 
30 

Gly Pro Gly 
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35 40 45 


Gin 

Ala 

Lys 

Leu 

Glu 

Asp 

Ser 

Pro Asp 

Leu 

Arg 

Gly Ser 

Thr Arg 

Ser 


50 





55 





60 



Arg 

Cys 

Leu 

Leu 

Asp 

Leu 

Ser 

His 

Ser' 

Ala 

His 

Pro Asn 

Leu Asn 

Pro 

65 





70 





75 



80 

Ala 

Pro 

Gly 

Pro 

Thr 

Pro 

Val 

Pro 

Trp 

Leu 

Glu 

Thr Gly 

Ala Ser 

Ala 





85 





90 



95 


Gin 

Leu 

Phe 

Pro 

Phe 

Ser 

His 

Ser 

Leu 

Ser 

Ala 

Ala Cys Arg Val 

His 




100 





105 




110 



Ser Ala Ser 


115 

<210> 5557 

<211> 1970 

<212 > DNA 

<213> Homo sapiens 

<400> 5557 

nnccgcggct gggccaaggc ccgcgatggt gatctgctgt gcggccgtga actgctccaa 
60 

ccggcaggga aagggcgaga agcgcgccgt ctccttccac aggttccccc taaaggactc 
120 

aaaacgtcta atccaatggt taaaagctgt tcagagggat aactggactc ccactaagta 
180 

ttcatttctc tgtagtgagc atttcaccaa agacagcttc tccaagaggc tggaggacca 
240 

gcatcgcctg ctgaagccca cggccgtgcc atccatcttc cacctgaccg agaagaagag 
300 

ggccatggcc gcacccggag aaaagatgcc agcaagggca cagggggtgt 

360 

gaggggacac tcgagtgccg ccaccgcgag aggagctgca ggttggtcac cgtcctcgag 
420 

tggaaacccg atggccaagc cagagtcccg caggttgaag caagctgctc tgcaaggtga 
480 

agccacaccc agggcggccc aggagcaggt ccgaaggagc aggcccagca agctcctgga 
540 

acggactcca ggagatggac tggccaccat ggtcgaggca gtcagggaaa agcagaagcg 
600 

tctgccacag atgctggcga tgagagcgcc acttcctcca tcgaaggggg cgtgacagat 
660 

aagagtggca tttctatgga tgactttacg cccccaggat ctggggcgtg caaatttatc 
720 

ggctcacttc attcgtacag tttctcctcc aagcacaccc gagaaaggcc atctgtcccc 
780 

cgagagccca ttgaccgcaa gaggctgaag aaagatgtgg aaccaagctg cagtgggagc 
840 

agcctgggac ccgacaaggg cctggcccag agccctccca gctcatcact taccgcgaca 
900 

cggcagaagc cttcccagag cccctctgcc cctcctgccg acgtcacccc aaagccagcc 
960 

acggaagccg tgcagagcga gcacagcgac gccagcccca tgtccatcaa cgaggtcatc 
1020 

ctgtcggcgt caggggcctg caagctcatc gactcactgc actcctactg cttctcctcc 
1080 
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cggcagaaca agagccaggt gtgctgcctg cgggagcagg tggagaagaa gaacggcgag 
1140 

ctgaagagcc tgcggcagag ggtcagccgc tccgacagcc aggtgcggaa gctacaggag 
1200 

aagctggatg agctgaggag agtgagcgtc ccctatccaa gtagcctgct gtcgcccagc 


1260 

cgcgagcccc ccaagatgaa 
1320 

ctgtcggacc cacctggagc 
1380 

gaggttcaca tctcccacgt 
1440 

ccggacacgc gcaagccgat 
1500 

aacaaggtgg cctttgtcag 
1560 

gtgaacgggc aggagctgtg 
1620 

gagccccacg tagagcagat 
1680 

cagacggtct ccatggcaac 
1740 

aagaaggtga ccccgtaaac 
1800 

cctcaacggt tcggctcctc 


cccagtggtg gagccactgt 
cgggacctac cccacactgc 
gggccagccc atgctgaact 
gcacagagag tgtggcttca 
cgcccagaac acaggcgtgg 
catcgcatcc cactccatcg 
cacccggaag ttcaggctga 
cacgacacag ccaatgactc 
ctagagcttc tggagccctc 
aacagacagt ccctgcggca 


cctggatgct gggcacctgg 
agcccttcca gtacctggag 
tctcgttcaa ctccttccac 
ttcgcctcaa gcccgacacc 
tggaagtgga ggagggcgag 
ccaggatctc cttcgccaag 
attctgaagg caaacttgag 
agcatcttca cgtcacctac 
gggagggcct ggctactgtg 
gaagtgggtg tggccgtgag 


1860 

cctctgcagg ctcaagagtg ttgtccagat gtttctgtac tggcatagaa aaaccaaata 
1920 

aaaggccttt atttttaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1970 


<2 10> 5558 
<2 11 > 360 
<212> PRT 

c213> Homo sapiens 


<400> 5558 


Met 

Asp 

Asp 

Phe 

Thr 

Pro 

Pro 

Gly 

1 




5 




Ser 

Leu 

His 

Ser 

Tyr 

Ser 

Phe 

Ser 




20 





Ser 

Val 

Pro 

Arg 

Glu 

Pro 

lie 

Asp 



35 





40 

Glu 

Pro 

Ser 

Cys 

Ser 

Gly 

Ser 

Ser 


50 





55 


Gin 

Ser 

Pro 

Pro 

Ser 

Ser 

Ser 

Leu 

65 





70 



Gin 

Ser 

Pro 

Ser 

Ala 

Pro 

Pro 

Ala 





85 




Glu 

Ala 

Val 

Gin 

Ser 

Glu 

His 

Ser 




100 





Glu 

Val 

He 

Leu 

Ser 

Ala 

Ser 

Gly 



115 





120 

His 

Ser 

Tyr 

Cys 

Phe 

Ser 

Ser 

Arg 


Ser 

Gly 

Ala 

Cys 

Lys 

Phe 

lie 

Gly 


10 





15 


Ser 

Lys 

His 

Thr 

Arg 

Glu 

Arg 

Pro 

25 





30 



Arg 

Lys 

Arg 

Leu 

Lys 

Lys 

Asp 

Val 





45 




Leu 

Gly 

Pro 

Asp 

Lys 

Gly 

Leu 

Ala 




60 





Thr 

Ala 

Thr 

Arg 

Gin 

Lys 

Pro 

Ser 



75 





80 

Asp 

Val 

Thr 

Pro 

Lys 

Pro 

Ala 

Thr 

90 





95 


Asp 

Ala 

Ser 

Pro 

Met 

Ser 

lie 

Asn 

105 





110 



Ala 

Cys 

Lys 

Leu 

lie 

Asp 

Ser 

Leu 





125 




Gin 

Asn 

Lys 

Ser 

Gin 

Val 

Cys 

Cys 
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130 





135 





140 





Leu Arg 

Glu 

Gin 

Val 

Glu 

Lys 

Lys 

Asn Gly 

Glu 

Leu 

Lys 

Ser 

Leu Arg 

145 





150 





155 





160 

Gin Arg 

Val 

Ser 

Arg 

Ser 

Asp 

Ser 

Gin 

Val 

Arg Lys 

Leu 

Gin 

Glu Lys 





165 





170 





175 


Leu 

Asp 

Glu 

Leu 

Arg 

Arg 

Val 

Ser 

Val 

Pro 

Tyr 

Pro 

Ser 

Ser 

Leu 

Leu 




180 





185 





190 



Ser 

Pro 

Ser 

Arg 

Glu 

Pro 

Pro 

Lys 

Met 

Asn 

Pro 

Val 

Val 

Glu 

Pro 

Leu 



195 





200 





205 




Ser 

Trp 

Met 

Leu 

Gly 

Thr 

Trp 

Leu 

Ser Asp 

Pro 

Pro 

Gly Ala 

Gly Thr 


210 





215 





220 





Tyr 

Pro 

Thr 

Leu 

Gin 

Pro 

Phe 

Gin 

Tyr 

Leu 

Glu 

Glu 

Val 

His 

lie 

Ser 

225 





230 





235 





240 

His 

Val 

Glv Gin 

Pro 

Met 

Leu 

Asn 

Phe 

Ser 

Phe 

Asn 

Ser 

Phe 

His 

Pro 





245 





250 





255 


Asp 

Thr 

Arg 

Lys 

Pro 

Met 

His 

Arg 

Glu 

Cys 

Gly Phe 

lie 

Arg 

Leu 

Lys 




260 





265 





270 



Pro Asp 

Thr 

Asn 

Lys 

Val 

Ala 

Phe 

Val 

Ser 

Ala 

Gin 

Asn 

Thr 

Gly Val 



275 





280 





285 




Val 

Glu 

Val 

Glu 

Glu 

Gly 

Glu 

Val 

Asn Gly 

Gin 

Glu 

Leu 

Cys 

lie 

Ala 


290 





295 





300 





Ser 

His 

Ser 

lie 

Ala 

Arg 

He 

Ser 

Phe 

Ala 

Lys 

Glu 

Pro 

His 

Val 

Glu 

305 





310 





315 





320 

Gin 

He 

Thr 

Arg 

Lys 

Phe 

Arg 

Leu 

Asn 

Ser 

Glu Gly 

Lys 

Leu 

Glu 

Gin 





325 





330 





335 


Thr 

Val 

Ser 

Met 

Ala 

Thr 

Thr 

Thr 

Gin 

Pro 

Met 

Thr 

Gin 

His 

Leu 

His 




340 





345 





350 



Val 

Thr 

Tyr 

Lys 

Lys 

Val 

Thr 

Pro 











355 





360 










<210> 5559 
<211> 3866 
<212> DNA 
<213> Homo sapiens 

<400> 5559 

nnaattcgag gatccgggta ccatggcaca gagcgacaga gacatttatt gttatttgtt 
60 

ttttggtggc aaaaagggaa aatggcgaac gactcccctg caaaaagtct ggtggacatc 
120 

gacctctcct ccctgcggga tcctgctggg atttttgagc tggtggaagt ggttggaaat 
180 

ggcacctatg gacaagtcta taagggtcga catgttaaaa cgggtcagtt ggcagccatc 
240 

aaagttatgg atgtcactga ggatgaagag gaagaaatca aactggagat aaatatgcta 
300 

aagaaatact ctcatcacag aaacattgca acatattatg gtgctttcat caaaaagagc 
360 

cctccaggac atgatgacca actctggctt gttatggagt tctgtggggc tgggtccatt 
420 

acagaccttg tgaagaacac caaagggaac acactcaaag aagactggat cgcttacatc 
480 

tccagagaaa tcctgagggg actggcacat cttcacattc atcatgtgat tcaccgggat 
540 
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atcaagggcc agaatgtgtt gctgactgag 
600 

gtgagtgctc agctggacag gactgtgggg 
660 

tggatggctc ctgaggtcat cgcctgtgat 
720 

agtgatcttt ggtcttgtgg cattacagcc 
780 

tgtgacatgc atccaatgag agcactgttt 
840 

aagtccaaga agtggtcgaa gaagttcatt 
900 

tacatgcagc ggcccaccac ggagcagctt 
960 

acggagcggc aggtccgcat ccagcttaag 
1020 

ggtgagaaag aggagacaga atatgagtac 
1080 

ggagaggaag gagagccaag ttccatcatg 
1140 

gatttcctga gactgcagca ggagaacaag 
1200 

ttactacagg agcaacagct ccgggagcag 
1260 

agacagaagc ggattgagca gcagaaagaa 
1320 

agagagcggg aggctagaag gcagcaggaa 
1380 

aagaggcgtc tagaggagtt ggagagaagg 
1440 

gaagaagaaa agaggagagt tgaaagagaa 
1500 

gagcagcggc acttggaagt ccttcagcag 
1560 

catgaccata ggaggccgca cccgcagcac 
1620 

aggagcaagc caagcttcca tgctcccgag 
1680 

gcgcgagagg ttcctgtgag aacaacatct 
1740 

ccactgcagg gcagtgggca gcagaatagc 
1800 

attgagccca ggcttctgtg ggagagagtg 
1860 

agctcctcag ggtccagcaa ctcaggatcc 
1920 

ggctccgggg aacgcttcag agtgagatca 
1980 

cgcctggaaa atgcagtgaa aaaacctgaa 
2040 

cctgctggcg aagtggatct gaccgcactg 
2100 

cggccacctc acaaagtaac ggactactcc 
2160 


aatgcagagg tgaaacttgt tgactttggt 
cggagaaata cgttcatagg cactccctac 
gagaacccag atgccaccta tgattacaga 
attgagatgg cagaaggtgc tccccctctc 
ctcattccca gaaaccctcc tccccggctc 
gacttcattg acacatgtct catcaagact 
ttgaagtttc cttttataag ggatcagccc 
gatcatatag atcgtaccag gaagaagcgg 
agcggcagcg aggaggaaga tgacagccat 
aacgtgcctg gagagtctac tcttcgccga 
gaacgttccg aggctcttcg gagacaacag 
gaagaatata aaaggcaact gctggcagag 
cagaggcgac ggctagaaga gcaacaaagg 
cgtgaacagc gaaggagaga acaagaagaa 
cgcaaagaag aagaggagag gagacgggca 
caggagtata tcaggcgaca gctagaagag 
cagctgctcc aggagcaggc catgttactg 
tcgcagcagc cgccaccacc gcagcaggaa 
cccaaagccc actacgagcc tgctgaccga 
cgctcccctg ttctgtcccg tcgagattcc 
caggcaggac agagaaactc caccagcagt 
gagaagctgg tgcccagacc tggcagtggc 
cagcccgggt ctcaccctgg gtctcagagt 
tcatccaagt ctgaaggctc tccatctcag 
gataaaaagg aagttttcag acccctcaag 
gccaaagagc ttcgagcagt ggaagatgta 
tcatccagtg aggagtcggg gacgacggat 
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gaggaggacg acgatgtgga gcaggaaggg gctgacgagt ccacctcagg accagaggac 
222 ° 

accagagcag cgtcatctct gaatttgagc aatggtgaaa cggaatctgt gaaaaccatg 
2280 

attgtccatg atgatgtaga aagtgagccg gccatgaccc catccaagga gggcactcta 
2340 

atcgtccgcc agactcagtc cgctagtagc acactccaga aacacaaatc ttcctcctcc 
2400 

tttacacctt ttatagaccc cagattacta cagatttctc catctagcgg aacaacagtg 
2460 

acatctgtgg tgggattttc ctgtgatggg atgagaccag aagccataag gcaagatcct 
2520 

acccggaaag gctcagtggt caatgtgaat cctaccaaca ctaggccaca gagtgacacc 
2580 

ccggagattc gtaaatacaa gaagaggttt aactctgaga ttctgtgtgc tgccttatgg 
2640 

ggagtgaatt tgctagtggg tacagagagt ggcctgatgc tgctggacag aagtggccaa 
2700 

gggaaggtct atcctcttat caaccgaaga cgatttcaac aaatggacgt acttgagggc 
2760 

ttgaatgtct tggtgacaat atctggcaaa aaggataagt tacgtgtcta ctatttgtcc 
2820 

tggttaagaa ataaaatact tcacaatgat ccagaagttg agaagaagca gggatggaca 
2880 

accgtagggg atttggaagg atgtgtacat tataaagttg taaaatatga aagaatcaaa 
2940 

tttctggtga ttgctttgaa gagttctgtg gaagtctatg cgtgggcacc aaagccatat 
3000 

cacaaattta tggcctttaa gtcatttgga gaattggtac ataagccatt actggtggat 
3060 

ctcactgttg aggaaggcca gaggttgaaa gtgatctatg gatcctgtgc tggattccat 
3120 

gctgttgatg tggattcagg atcagtctat gacatttatc taccaacaca tgtaagaaag 
3180 

aacccacact ctatgatcca gtgtagcatc aaaccccatg caatcatcat cctccccaat 
3240 

acagatggaa tggagcttct ggtgtgctat gaagatgagg gggtttatgt aaacacatat 
3300 

ggaaggatca ccaaggatgt agttctacag tggggagaga tgcctacatc agtagcatat 
3360 

attcgatcca atcagacaat gggctgggga gagaaggcca tagagatccg atctgtggaa 
3420 

actggtcact tggatggtgt gttcatgcac aaaagggctc aaagactaaa attcttgtgt 
3480 

gaacgcaatg acaaggtgtt ctttgcctct gttcggtctg gtggcagcag tcaggtttat 
3540 

ttcatgacct taggcaggac ttctcttctg agctggtaga agcagtgtga tccagggatt 
3600 

actggcctcc agagtcttca agatcctgag aacttggaat tccttgtaac tggagctcgg 
3660 

agctgcaccg agggcaacca ggacagctgt gtgtgcagac ctcatgtgtt gggttctctc 
3720 

ccctccttcc tgttcctctt atataiccagt ttatccccat tctttttttt tttcttactc 
3780 
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caaaataaat caaggctgca atgcagctgg tgctgttcag attccaaaaa aaaaaaaaaa 
3840 

ccatggtacc cggatcctcg aattcc 
3866 

<210> 5560 
<211> 1165 
<212> PRT 

<213 > Homo sapiens 


<400> 5560 

Met Ala Asn Asp Ser Pro Ala Lys 
1 5 

Ser Leu Arg Asp Pro Ala Gly lie 
20 

Asn Gly Thr Tyr Gly Gin Val Tyr 
35 40 

Gin Leu Ala Ala He Lys Val Met 
50 55 

Glu lie Lys Leu Glu lie Asn Met 
65 70 

Asn lie Ala Thr Tyr Tyr Gly Ala 
85 

His Asp Asp Gin Leu Trp Leu Val 
100 

lie Thr Asp Leu Val Lys Asn Thr 
115 120 

Trp lie Ala Tyr lie Ser Arg Glu 
130 135 

His lie His His Val lie His Arg 
145 150 

'Leu Thr Glu Asn Ala Glu Val Lys 
165 

Gin Leu Asp Arg Thr Val Gly Arg 
180 

Tyr Trp Met Ala Pro Glu Val lie 
195 200 

Thr Tyr Asp Tyr Arg Ser Asp Leu 
210 215 

Glu Met Ala Glu Gly Ala Pro Pro 
225 230 

Ala Leu Phe Leu lie Pro Arg Asn 
245 

Lys Trp Ser Lys Lys Phe lie Asp 
260 

Thr Tyr Met Gin Arg Pro Thr Thr 
275 280 

lie Arg Asp Gin Pro Thr Glu Arg 
290 295 

His lie Asp Arg Thr Arg Lys Lys 
305 310 

Tyr Glu Tyr Ser Gly Ser Glu Glu 
325 

Gly Glu Pro Ser Ser lie Met Asn 


Ser Leu Val Asp lie Asp Leu Ser 
10 15 

Phe Glu Leu Val Glu Val Val Gly 
25 30 

Lys Gly Arg His Val Lys Thr Gly 
45 

Asp Val Thr Glu Asp Glu Glu Glu 
60 

Leu Lys Lys Tyr Ser His His Arg 
75 80 

Phe lie Lys Lys Ser Pro Pro Gly 
90 95 

Met Glu Phe Cys Gly Ala Gly Ser 
105 HO 

Lys Gly Asn Thr Leu Lys Glu Asp 
125 

lie Leu Arg Gly Leu Ala His Leu 
140 

Asp lie Lys Gly Gin Asn Val Leu 
155 160 

Leu Val Asp Phe Gly Val Ser Ala 
170 175 

Arg Asn Thr Phe lie Gly Thr Pro 
185 190 

Ala Cys Asp Glu Asn Pro Asp Ala 
205 

Trp Ser Cys Gly lie Thr Ala lie 
220 

Leu Cys Asp Met His Pro Met Arg 
235 240 

Pro Pro Pro Arg Leu Lys Ser Lys 
250 255 

Phe lie Asp Thr Cys Leu lie Lys 
265 270 

Glu Gin Leu Leu Lys Phe Pro Phe 
285 

Gin Val Arg lie Gin Leu Lys Asp 
300 

Arg Gly Glu Lys Glu Glu Thr Glu 
315 320 

Glu Asp Asp Ser His Gly Glu Glu 
330 335 

Val Pro Gly Glu Ser Thr Leu Arg 
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340 345 350 


Arg Asp 

Phe 

Leu 

Arg 

Leu 

Gin 

Gin 

Glu 

Asn Lys 

Glu 

Arg 

Ser 

Glu 

Ala 


355 





360 





365 




Leu Arg 

Arg 

Gin 

Gin 

Leu 

Leu 

Gin 

Glu 

Gin 

Gin 

Leu Arg 

Glu 

Gin 

Glu 

370 





375 





380 





Glu Tyr 

Lys 

Arg 

Gin 

Leu 

Leu 

Ala 

Glu Arg 

Gin 

Lys 

Arg 

lie 

Glu 

Gin 

385 




390 





395 





400 

Gin Lys 

Glu 

Gin 

Arg 

Arg 

Arg 

Leu 

Glu 

Glu 

Gin 

Gin 

Arg 

Arg 

Glu Arg 




405 





410 





415 


Glu Ala 

Arg 

Arg 

Gin 

Gin 

Glu 

Arg 

Glu Gin Arg Arg Arg 

Glu 

Gin 

Glu 



420 





425 





430 



Glu Lys 

Arg 

Arg 

Leu 

Glu 

Glu 

Leu 

Glu Arg Arg Arg 

Lys 

Glu 

Glu 

Glu 


435 





440 





445 




Glu Arg 

Arg 

Arg 

Ala 

Glu 

Glu 

Glu 

Lys 

Arg 

Arg 

Val 

Glu 

Arg 

Glu 

Gin 

450 





455 





460 





Glu Tyr 

He 

Arg Arg 

Gin 

Leu 

Glu 

Glu 

Glu 

Gin 

Arg 

His 

Leu 

Glu 

Val 

465 




470 





475 





480 

Leu Gin 

Gin 

Gin 

Leu 

Leu 

Gin 

Glu 

Gin 

Ala 

Met 

Leu 

Leu 

His 

Asp 

His 




485 





490 





495 


Arg Arg 

Pro 

His 

Pro 

Gin 

His 

Ser 

Gin 

Gin 

Pro 

Pro 

Pro 

Pro 

Gin 

Gin 


500 





505 





510 



Glu Arg 

Ser 

Lys 

Pro 

Ser 

Phe 

His 

Ala 

Pro 

Glu 

Pro 

Lys 

Ala 

His 

Tyr 


515 





520 





525 




Glu Pro 

Ala 

Asp Arg 

Ala Arg 

Glu 

Val 

Pro 

Val 

Arg 

Thr 

Thr 

Ser 

Arg 

530 





535 





540 





Ser Pro 

Val 

Leu 

Ser 

Arg Arg 

Asp 

Ser 

Pro 

Leu 

Gin Gly 

Ser Gly Gin 

545 




550 





555 





560 

Gin Asn 

Ser 

Gin 

Ala 

Gly Gin 

Arg 

Asn 

Ser 

Thr 

Ser 

Ser 

lie 

Glu 

Pro 




565 





570 





575 


Arg Leu 

Leu 

Trp 

Glu 

Arg Val 

Glu 

Lys 

Leu 

Val 

Pro 

Arg 

Pro 

Gly Ser 



580 





585 





590 



Gly Ser 

Ser 

Ser Gly 

Ser 

Ser 

Asn 

Ser Gly Ser 

Gin 

Pro 

Gly Ser 

His 

595 





600 





605 




Pro Gly Ser 

Gin 

Ser 

Gly 

Ser 

Gly Glu Arg 

Phe 

Arg 

Val 

Arg 

Ser 

Ser 

610 





615 





620 





Ser Lys 

Ser 

Glu Gly 

Ser 

Pro 

Ser 

Gin Arg 

Leu 

Glu 

Asn 

Ala 

Val 

Lys 

625 




630 





635 





640 

Lys Pro 

Glu 

Asp 

Lys 

Lys 

Glu 

Val 

Phe Arg 

Pro 

Leu Lys 

Pro 

Ala Gly 




645 





650 





655 


Glu Val 

Asp 

Leu 

Thr 

Ala 

Leu 

Ala 

Lys 

Glu 

Leu 

Arg 

Ala 

Val 

Glu 

Asp 



660 





665 





670 



Val Arg 

Pro 

Pro 

His 

Lys 

Val 

Thr Asp Tyr 

Ser 

Ser 

Ser 

Ser 

Glu 

Glu 


675 





680 





685 




Ser Gly Thr 

Thr Asp 

Glu 

Glu 

Asp Asp Asp Val 

Glu 

Gin 

Glu Gly Ala 

690 





695 





700 





Asp Glu 

Ser 

Thr 

Ser 

Gly 

Pro 

Glu Asp 

Thr Arg 

Ala 

Ala 

Ser 

Ser 

Leu 

705 




710 





715 





720 

Asn Leu 

Ser 

Asn Gly 

Glu 

Thr 

Glu 

Ser 

Val 

Lys 

Thr 

Met 

lie 

Val 

His 




725 





730 





735 


Asp Asp Val 

Glu 

Ser 

Glu 

Pro 

Ala 

Met 

Thr 

Pro 

Ser 

Lys 

Glu 

Gly Thr 



740 





745 





750 



Leu lie 

Val 

Arg 

Gin 

Thr 

Gin 

Ser 

Ala 

Ser 

Ser 

Thr 

Leu 

Gin 

Lys 

His 


755 





760 





765 




Lys Ser 

Ser 

Ser 

Ser 

Phe 

Thr 

Pro 

Phe 

lie Asp 

Pro 

Arg 

Leu 

Leu 

Gin 
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770 775 780 

lie Ser Pro Ser Ser Gly Thr Thr Val Thr Ser Val Val Gly Phe Ser 

785 790 795 800 

Cys Asp Gly Met Arg Pro Glu Ala lie Arg Gin Asp Pro Thr Arg Lys 

805 810 815 

Gly Ser Val Val Asn Val Asn Pro Thr Asn Thr Arg Pro Gin Ser Asp 
820 825 830 

Thr Pro Glu lie Arg Lys Tyr Lys Lys Arg Phe Asn Ser Glu lie Leu 
835 840 845 

Cys Ala Ala Leu Trp Gly Val Asn Leu Leu Val Gly Thr Glu Ser Gly 
850 855 860 

Leu Met Leu Leu Asp Arg Ser Gly Gin Gly Lys Val Tyr Pro Leu He 

865 870 875 880 

Asn Arg Arg Arg Phe Gin Gin Met Asp Val Leu Glu Gly Leu Asn Val 

885 890 895 

Leu Val Thr lie Ser Gly Lys Lys Asp Lys Leu Arg Val Tyr Tyr Leu 
900 905 910 

Ser Trp Leu Arg Asn Lys lie Leu His Asn Asp Pro Glu Val Glu Lys 
915 920 925 

Lys Gin Gly Trp Thr Thr Val Gly Asp Leu Glu Gly Cys Val His Tyr 
930 935 940 

Lys Val Val Lys Tyr Glu Arg lie Lys Phe Leu Val lie Ala Leu Lys 

945 950 955 960 

Ser Ser Val Glu Val Tyr Ala Trp Ala Pro Lys Pro Tyr His Lys Phe 

965 970 975 

Met Ala Phe Lys Ser Phe Gly Glu Leu Val His Lys Pro Leu Leu Val 
980 985 990 

Asp Leu Thr Val Glu Glu Gly Gin Arg Leu Lys Val lie Tyr Gly Ser 
995 1000 1005 

Cys Ala Gly Phe His Ala Val Asp Val Asp Ser Gly Ser Val Tyr Asp 
1010 1015 1020 

lie Tyr Leu Pro Thr His Val Arg Lys Asn Pro His Ser Met lie Gin 

1025 1030 1035 1040 

Cys Ser lie Lys Pro His Ala lie lie lie Leu Pro Asn Thr Asp Gly 

1045 1050 1055 

Met Glu Leu Leu Val Cys Tyr Glu Asp Glu Gly Val Tyr Val Asn Thr 
1060 1065 1070 

Tyr Gly Arg lie Thr Lys Asp Val Val Leu Gin Trp Gly Glu Met Pro 
1075 1080 1085 

Thr Ser Val Ala Tyr lie Arg Ser Asn Gin Thr Met Gly Trp Gly Glu 
1090 1095 1100 

Lys Ala lie Glu lie Arg Ser Val Glu Thr Gly His Leu Asp Gly Val 

1105 1110 1115 1120 

Phe Met His Lys Arg Ala Gin Arg Leu Lys Phe Leu Cys Glu Arg Asn 

1125 1130 H35 

Asp Lys Val Phe Phe Ala Ser Val Arg Ser Gly Gly Ser Ser Gin Val 
1140 1145 1150 

Tyr Phe Met Thr Leu Gly Arg Thr Ser Leu Leu Ser Trp 
1155 1160 1165 

<210> 5561 

<211> 2089 

<212> DNA 

<213> Homo sapiens 
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< 4 00 > 5561 

tctagagcag gtgcgcggct gcaccggcag 
60 

ccgcacgctg gcgcccagct cccggcgcgg 
120 

tgganaacga aagctgggcg gggtgccacg 
180 

gcggaacttc ggtcccagct cggtccccgg 
240 

ggctggacgc ttgcatggcg cttgagagat 
300 

ctggaagtga agtcgtgctg tcctgaacgc 
360 

gagtgatcac gaatgagcaa ggcgtttggg 
420 

gctgagtcct cgcagtcccc ggcagatctt 
480 

aagagagagc agcccagaga gcgtcccagg 
540 

ttacacaaca ttggacagac ctgctgcctt 
600 

gtggacttca ccaggatatt gaagaggatc 
660 

agaagcgtcc ctttccagat gcttctgctg 
720 

gcagtgcggc ccctggagct ggcctactgc 
780 

caacatgatg ctgcccaact gtacctcaaa 
840 

gatgtgcact tggtggagag actgcaggcc 
900 

atttgcgttg actgtgccat ggagagtagc 
960 

tctctttttg atgtggactc aaagcccctg 
1020 

ttccagccca gggagttatc aagcaaaagc 
1080 

acccgtggga aacaggtctt gaagctgacc 
1140 

atgcgattct ccatcaggaa ttcacagacg 
1200 

cagagcttgg atttcagcca gatccttcca 
1260 

cagtctggag ggcagtatga gctttttgct 
1320 

ggtcattact gtgtctacat ccggaatgct 
1380 

tccaatattt gcttggtgtc ctgggaagac 
1440 

cactggcagg aaactgcata tcttctggtt 
1500 

ccaaaacctt cagagattga cacgctgtca 
1560 


ccgcgggaag ctcgggccgg cagggtttcc 
aggccgctgt aagtttcgct ttccattcag 
agcgcggggc cagaccaagg cgggcccgga 
ctcagtcccg acgtggaact cagcagcgga 
tccatcgtgc ctggctcaca taagcgcttc 
gggccaggca gctgcggcct gggggttttg 
ctcctgaggc aaatctgtca gtccatcctg 
gaagaaaaga aggaagaaga cagcaacatg 
gcctgggact accctcatgg cctggttggt 
aactccttga ttcaggtgtt cgtaatgaat 
acggtgccca ggggagctga cgagcagagg 
ctggagaaga tgcaggacag ccggcagaaa 
ctgcagaagt gcaacgtgcc cttgtttgtc 
ctctggaacc tgattaagga ccagatcact 
ctgtatacga tccgggtgaa ggactccttg 
agaaacagca gcatgctcac cctcccactt 
aagacactgg aggacgccct gcactgcttc 
aagtgcttct gtgagaactg tgggaagaag 
catttgcccc agaccctgac aatccacctc 
agaaagatct gccactccct gtacttcccc 
atgaagcgag agtcttgtga tgctgaggag 
gtgattgcgc acgtgggaat ggcagactcc 
gtggatggaa aatggttctg cttcaatgac 
atccagtgta cctacggaaa tcctaactac 
tacatgaaga tggagtgcta atggaaatgc 
ttttccattt ccgttcctgg atctacggag 
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tcttctaaga gattttgcaa tgaggagaag cattgttttc aaactatata actgagcctt 
1620 

atttataatt agggatatta tcaaaatatg taaccatgag gcccctcagg tcctgatcag 
1680 

tcagaatgga tgctttcacc agcagacccg gccatgtggc tgctcggtcc tgggtgctcg 
1740 

ctgctgtgcg agacattagc cctttagtta tgagcctgtg ggaacttcag gggttcccag 
1800 

tggggagagc agtggcagtg ggaggcatct gggggccaaa ggtcagtggc agggggtatt 
1860 

tcagtattat acaactgctg tgaccagact tgtatactgg ccgaatatca gtgctgtttg 
1920 

taatttttca ctttgagaac caacattaat tccatatgaa tcaagtgttt tgtaactgct 
1980 

attcatttat tcagcaaata tttattgatc atctcttctc cataagatag tgtgataaac 
2040 

acagtcatga ataaagttat tttccacaaa aaaaaaaaaa aaaaaaaaa 
2089 

<210> 5562 
<211> 372 
<212> PRT 

<213> Homo sapiens 


<400> 5562 


Met 

Ser 

Lys 

Ala 

Phe Gly 

Leu 

Leu Arg 

Gin 

lie 

Cys 

Gin 

Ser 

lie 

Leu 

l 



5 





10 





15 


Ala 

Glu 

Ser 

Ser 

Gin 

Ser 

Pro 

Ala 

Asp 

Leu 

Glu 

Glu 

Lys 

Lys 

Glu 

Glu 




20 





25 





30 



Asp 

Ser 

Asn 

Met 

Lys 

Arg 

Glu 

Gin 

Pro 

Arg 

Glu Arg 

Pro 

Arg 

Ala 

Trp 



35 





40 





45 




Asp Tyr 

Pro 

His 

Gly Leu 

Val 

Gly Leu 

His 

Asn 

lie 

Gly 

Gin 

Thr 

Cys 


50 





55 





60 





Cys 

Leu 

Asn 

Ser 

Leu 

lie 

Gin 

Val 

Phe 

Val 

Met 

Asn 

Val 

Asp 

Phe 

Thr 

65 





70 





75 





80 

Arg 

lie 

Leu 

Lys 

Arg 

lie 

Thr 

Val 

Pro 

Arg 

Gly Ala 

Asp 

Glu 

Gin 

Arg 




85 





90 





95 


Arg 

Ser 

Val 

Pro 

Phe 

Gin 

Met 

Leu 

Leu 

Leu 

Leu 

Glu 

Lys 

Met 

Gin 

Asp 



100 





105 





110 



Ser Arg 

Gin 

Lys 

Ala 

Val 

Arg 

Pro 

Leu 

Glu 

Leu 

Ala 

Tyr 

Cys 

Leu 

Gin 



115 





120 





125 




Lys 

Cys 

Asn 

Val 

Pro 

Leu 

Phe 

Val 

Gin 

His 

Asp 

Ala 

Ala 

Gin 

Leu 

Tyr 

130 





135 





140 





Leu 

Lys 

Leu 

Trp 

Asn 

Leu 

lie 

Lys 

Asp 

Gin 

lie 

Thr 

Asp 

Val 

His 

Leu 

145 





150 





155 





160 

Val 

Glu 

Arg 

Leu 

Gin 

Ala- 

Leu 

Tyr 

Thr 

lie 

Arg 

Val 

Lys 

Asp 

Ser 

Leu 





165 





170 





175 


He 

Cys 

Val 

Asp 

Cys Ala 

Met 

Glu 

Ser 

Ser 

Arg 

Asn 

Ser 

Ser 

Met 

Leu 



180 





185 





190 



Thr 

Leu 

Pro 

Leu 

Ser 

Leu 

Phe 

Asp 

Val 

Asp 

Ser 

Lys 

Pro 

Leu 

Lys 

Thr 



195 





200 





205 




Leu 

Glu 

Asp 

Ala 

Leu 

His 

Cys 

Phe 

Phe 

Gin 

Pro 

Arg 

Glu 

Leu 

Ser 

Ser 


210 





215 





220 





Lys 

Ser 

Lys 

Cys 

Phe 

Cys 

Glu 

Asn 

Cys 

Gly 

Lys 

Lys 

Thr 

Arg 

Gly 

Lys 
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225 230 235 240 

Gin Val Leu Lys Leu Thr His Leu Pro Gin Thr Leu Thr lie His Leu 

245 250 255 

Met Arg Phe Ser lie Arg Asn Ser Gin Thr Arg Lys lie Cys His Ser 
260 265 270 

Leu Tyr Phe Pro Gin Ser Leu Asp Phe Ser Gin lie Leu Pro Met Lys 
275 280 285 

Arg Glu Ser Cys Asp Ala Glu Glu Gin Ser Gly Gly Gin Tyr Glu Leu 
290 295 300 

Phe Ala Val lie Ala His Val Gly Met Ala Asp Ser Gly His Tyr Cys 

305 310 315 320 

Val Tyr lie Arg Asn Ala Val Asp Gly Lys Trp Phe Cys Phe Asn Asp 

325 330 335 

Ser Asn He Cys Leu Val Ser Trp Glu Asp lie Gin Cys Thr Tyr Gly 
340 345 350 

Asn Pro Asn Tyr His Trp Gin Glu Thr Ala Tyr Leu Leu Val Tyr Met 


355 360 

Lys Met Glu Cys 
370 

<210> 5563 
<211> 2878 
<212> DNA 

<213> Homo sapiens 
<400> 5563 

nagtcaggca gcgggagccg ccgggagcgg 
60 

gccgggggtg aggaggcggc agccacgacc 
120 

agacgcagtg cagagcgggc cctagaggag 
180 

aaccggcgct tgaagcactt cccccggggc 
240 

acccaggctg acctgtcccg gaaccggttt 
300 

gtgtccctgg agggcctgag cctctaccac 
360 

gggaatctca cagccctcac ctacctcaac 
420 

ccctacatct gccagctgcc cctgagggtc 
480 

ctgccccctg acatcggcac cctgggaagc 
54 0 

ctccaatccc tgccctcgga actgtgtggc 
600 

aggaaccagc tcagtacgct gcccgaagag 
660 

ttctcctgta accgcgtctc ccgaatccca 
720 

gtcattctgc tggacagcaa ccctctgcag 
780 

aaacttcaca tcttcaagta tttgtccaca 
840 


365 


atggcggcgg ccgtagcggc tccactcgcc 
tccgtgcccg ggtctccagg tctgccgggg 
gccgtggcca ccgggaccct gaacctgtct 
gcggcccgta gctacgacct gtcagacatc 
cccgaggtgc ccgaggcggc gtgccagctg 
aattgcctga gatgcctgaa cccagccttg 
ctcagccgaa accagctgtc gctgctgcca 
ctcatcgtca gcaacaacaa gctgggagcc 
ctgcgacagc ttgacgtgag cagcaacgag 
ctctcttccc tgcgggacct caatgtccgg 
ctgggggacc tccctctggt ccgcctggat 
gtctccttct gccgcctgag gcacctgcag 
agtccacctg cccaggtctg cctgaagggg 
gaggccgggc agcgtgggtc ggccctgggg 
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gacctggccc cttctcggcc 
900 

ggacatcggt acgatggtgg 
960 

aggtggtctg gaaatgagtc 
1020 

ctggcccggg agccccgggg 
1080 

cctgtgcaga ttgacttcat 
1140 

gtggaggagc agcgaccacc 
1200 

agcagcaggc gggaggagcc 
1260 

tggcaggagc gggaacggcg 
1320 

gatagcctct tgaagccagg 
1380 

caagccatgc acaacggctc 
1440 

gcagggagcc ccgcccctgc 
1500 

acagcacctg ctccacggcc 
1560 

tcctcctctc agagtggctc 
1620 

tacccccagg ttccagatga 
1680 

cggctgcagc ggcccctgcc 
1740 

tgccagctgg ccaaccagct 
1800 

gctgtgccaa aactcagtgc 
I860 

tgtcgaaaaa tgggggtgcc 
1920 

actgcccggg ggctgcggac 
1980 

ccgcccctct ggcccccctc 
2040 

ctgctgctct atgtcaccta 
2100 

cctcacccct ttcccttcct 
2160 

ggtgccttca gccccaacca 
2220 

ggccccactc tggtgccccc 
2280 

ccacgagtcc ccacctctca 
2340 

gccctctgta ccccgtgagg 
2400 

ccccttcccc ccccaacagc 
2460 


cccgagtttc agtccctgcc 
gctggactca ggcttccaca 
aacagatgaa ttttcagagc 
gcccagagaa cgcaaggagg 
cgacagccat gtccccgggg 
cgaattaagc cctggggcag 
ggcaggggag gagcggcggc 
gcagcagcag cagagcgggg 
gctcagggct gttgtgggag 
gcctaagtcc agtgcctccc 
ccctgcctcc caagagcccc 
acttggctcc attcagagac 
aggcccttcc tcaccagact 
gaaggactta atgactcagc 
tgaggacetg gccgaggctc 
acggccgcgc tccgtgccct 
cctcaaggct cggaagaatg 
tgaggctgac ctgtgctcgc 
cgcgctggag gccgtgaagc 
tggtctgggc ggcttcgtcg 
cactcggctc ctgggttcct 
ctctatttat aaggtccctg 
aagacactag tgcaccccct 
agaccctggg cccccagcct 
gtgctgacgg tgccttcatg 
ggtggcagga gctggagtct 
tgctatgggg gggctaaatt 


ctgcagagga tctatttccg 
gcgttgatag tggcagcaag 
tgtcattccg gatctcagag 
atggctcagc ggacggagac 
aggatgaaga gcgaggcact 
gggacaggga gagggcacca 
gcccggacac cttgcagctg 
cgtggggggc cccgaggaag 
gggccgccgc cgtgtccact 
aagcaggggg ctgcagcggg 
ttcccatagc tggaccagcg 
caaacagctt cctcttccgt 
ctgtcctgag acctcggcgg 
tgcgccaggt ccttgagtcc 
tggccagtgg ggtcatcctg 
tcatccatgt gccctcccct 
tggagagttt tctagaagcc 
cctcggatct cctccagggc 
gggtgggggg caaggcccta 
tcttctacgt ggtcctcatg 
aggccccaaa atcggccctc 
ctccacccga ccccacctgc 
tcacagacac tgacctcaga 
ctggcctccc tccagtagcc 
tccccgccgg ccctgcccct 
cccccttcct cctgtgccct 
atctctattt tgtagagagg 
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atctatattt gtaggggttc ggggcccagg ccgggtccct atctctgtgt ataaactgta 
2520 

cagaccgtgg ccgccctgcc tgtgtgtgtg tgtgtgcgcg cgcgcgcgcg tctgctccgt 
2580 

gtgttggtgg ctgtggccat ggctctgtgc ccaccagcat ctccctcctg agatgccggc 
2640 

ctctcatgct cccggagcgt ccgccaaccc cccgtgtcac ctcccttctg ttatcgctga 
2700 

cagctttctt gcgtctcatt tgtcgccgag ccccgagcgc acggtgatgc tcgggtctgc 
2760 

ccccgacccc ctgccacagg ccggaagccg cagggggcac cgtggggaag ctaacccggc 
2820 

cccttccccc aggagtcact gtgccagccc caccacatcc tggaagagga ggaggcct 
2878 

<210> 5564 
<211> 683 
<212> PRT 

<213> Homo sapiens 


<400> 5564 


Met 

Ala 

Ala 

Ala 

Val 

Ala 

Ala 

Pro 

Leu 

Ala 

Ala 

Gly 

Gly 

Glu 

Glu 

Ala 

1 




5 





10 





15 


Ala 

Ala 

Thr 

Thr 

Ser 

Val 

Pro 

Gly 

Ser 

Pro 

Gly 

Leu 

Pro 

Gly Arg 

Arg 




20 





25 





30 



Ser 

Ala 

Glu 

Arg 

Ala 

Leu 

Glu 

Glu 

Ala 

Val 

Ala 

Thr 

Gly 

Thr 

Leu 

Asn 



35 





40 





45 




Leu 

Ser 

Asn 

Arg 

Arg 

Leu 

Lys 

His 

Phe 

Pro 

Arg 

Gly 

Ala 

Ala 

Arg 

Ser 


50 





55 





60 





Tyr 

Asp 

Leu 

Ser 

Asp 

lie 

Thr 

Gin 

Ala 

Asp 

Leu 

Ser 

Arg 

Asn 

Arg 

Phe 

65 





70 





75 





80 

Pro 

Glu 

Val 

Pro 

Glu 

Ala 

Ala 

Cys 

Gin 

Leu 

Val 

Ser 

Leu 

Glu Gly 

Leu 





85 





90 





95 


Ser 

Leu Tyr 

His 

Asn Cys 

Leu 

Arg 

Cys 

Leu 

Asn 

Pro 

Ala 

Leu Gly 

Asn 




100 





105 





110 



Leu 

Thr 

Ala 

Leu 

Thr 

Tyr 

Leu 

Asn 

Leu 

Ser 

Arg 

Asn 

Gin 

Leu 

Ser 

Leu 



115 





120 





125 




Leu 

Pro 

Pro 

Tyr 

lie 

Cys 

Gin 

Leu 

Pro 

Leu 

Arg 

Val 

Leu 

lie 

Val 

Ser 


130 





135 





140 





Asn 

Asn 

Lys 

Leu 

Gly Ala 

Leu 

Pro 

Pro 

Asp 

He 

Gly 

Thr 

Leu Gly 

Ser 

145 





150 





155 





160 

Leu 

Arg 

Gin 

Leu 

Asp 

Val 

Ser 

Ser 

Asn 

Glu 

Leu 

Gin 

Ser 

Leu 

Pro 

Ser 





165 





170 





175 


Glu 

Leu 

Cys 

Gly 

Leu 

Ser 

Ser 

Leu 

Arg 

Asp 

Leu 

Asn 

Val 

Arg Arg 

Asn 




180 





185 





190 



Gin 

Leu 

Ser 

Thr 

Leu 

Pro 

Glu 

Glu 

Leu 

Gly 

Asp 

Leu 

Pro 

Leu 

Val 

Arg 



195 





200 





205 




Leu 

Asp 

Phe 

Ser 

Cys 

Asn 

Arg 

Val 

Ser 

Arg 

lie 

Pro 

Val 

Ser 

Phe 

Cys 


210 





215 





220 





Arg 

Leu 

Arg 

His 

Leu 

Gin 

Val 

lie 

Leu 

Leu 

Asp 

Ser 

Asn 

Pro 

Leu 

Gin 

225 





230 





235 





240 

Ser 

Pro 

Pro 

Ala 

Gin 

Val 

Cys 

Leu 

Lys 

Gly 

Lys 

Leu 

His 

lie 

Phe 

Lys 





245 





250 





255 


Tyr 

Leu 

Ser 

Thr 

Glu 

Ala 

Gly 

Gin 

Arg 

Gly 

Ser 

Ala 

Leu 

Gly Asp 

Leu 
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260 

Ala Pro Ser Arg Pro Pro Ser Phe 
275 280 

Phe Pro Gly His Arg Tyr Asp Gly 
290 295 

Val Asp Ser Gly Ser Lys Arg Trp 
305 310 

Phe Ser Glu Leu Ser Phe Arg He 
325 

Gly Pro Arg Glu Arg Lys Glu Asp 
340 

Gin lie Asp Phe lie Asp Ser His 
355 360 

Gly Thr Val Glu Glu Gin Arg Pro 
370 375 

Asp Arg Glu Arg Ala Pro Ser Ser 
385 390 

Glu Arg Arg Arg Pro Asp Thr Leu 
405 

Arg Gin Gin Gin Gin Ser Gly Ala 
420 

Leu Leu Lys Pro Gly Leu Arg Ala 
435 440 

Ser Thr Gin Ala Met His Asn Gly 
450 455 

Ala Gly Gly Cys Ser Gly Ala Gly 
465 470 

Gin Glu Pro Leu Pro lie Ala Gly 
485 

Pro Leu Gly Ser lie Gin Arg Pro 
500 

Ser Gin Ser Gly Ser Gly Pro Ser 
515 520 

Arg Arg Tyr Pro Gin Val Pro Asp 
530 535 

Arg Gin Val Leu Glu Ser Arg Leu 
545 550 

Ala Glu Ala Leu Ala Ser Gly Val 
565 

Leu Arg Pro Arg Ser Val Pro Phe 
580 

Pro Lys Leu Ser Ala Leu Lys Ala 
595 600 

Glu Ala Cys Arg Lys Met Gly Val 
610 615 

Ser Asp Leu Leu Gin Gly Thr Ala 
625 630 

Ala Val Lys Arg Val Gly Gly Lys 
645 

Ser Gly Leu Gly Gly Phe Val Val 
660 

Leu Tyr Val Thr Tyr Thr Arg Leu 
675 680 


265 270 

Ser Pro Cys Pro Ala Glu Asp Leu 
285 

Gly Leu Asp Ser Gly Phe His Ser 
300 

Ser Gly Asn Glu Ser Thr Asp Glu 
315 320 

Ser Glu Leu Ala Arg Glu Pro Arg 
330 335 

Gly Ser Ala Asp Gly Asp Pro Val 
345 350 

Val Pro Gly Glu Asp Glu Glu Arg 
365 

Pro Glu Leu Ser Pro Gly Ala Gly 
380 

Arg Arg Glu Glu Pro Ala Gly Glu 
395 400 

Gin Leu Trp Gin Glu Arg Glu Arg 
410 415 

Trp Gly Ala Pro Arg Lys Asp Ser 
425 430 

Val Val Gly Gly Ala Ala Ala Val 
445 

Ser Pro Lys Ser Ser Ala Ser Gin 
460 

Ser Pro Ala Pro Ala Pro Ala Ser 
475 480 

Pro Ala Thr Ala Pro Ala Pro Arg 
490 495 

Asn Ser Phe Leu Phe Arg Ser Ser 
505 510 

Ser Pro Asp Ser Val Leu Arg Pro 
525 

Glu Lys Asp Leu Met Thr Gin Leu 
540 

Gin Arg Pro Leu Pro Glu Asp Leu 
555 560 

lie Leu Cys Gin Leu Ala Asn Gin 
570 575 

lie His Val Pro Ser Pro Ala Val 
585 590 

Arg Lys Asn Val Glu Ser Phe Leu 
605 

Pro Glu Ala Asp Leu Cys Ser Pro 
620 

Arg Gly Leu Arg Thr Ala Leu Glu 
635 640 

Ala Leu Pro Pro Leu Trp Pro Pro 
650 655 

Phe Tyr Val Val Leu Met Leu Leu 
665 670 

Leu Gly Ser 
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<210 > 5565 

<211> 472 

<212> DNA 

<213 > Homo sapiens 

<400> 5565 

nggatccaaa cgccgtggcc gcgggcccgc gcccgggcag acccgggctc cgctctcacg 
60 

tcacgcggta catgggctac agttccttgt ccgagggctt ccgggagctg gagccgcaca 
120 

gaatgaaggg gctcactggt agtggttccc aacttcgttg catattaaac cccccggaga 
180 

acttaaactc cagtgcccag tcctatgcaa tcagatcctg ggtctccact gtgcagcgcc 
240 

cgtggagagc cagcgatgtg gagggtcgag atcacccagt tctttgggga cagggtctca 
300 

ctgcccccaa ggctggagtc cggtggtgca atcacggctc acagcagtct cgacctccag 
360 

ggctcaagcg atcctccagc ctcagcctcc cgagcagctg ggagcacagg cgcataccac 
420 

gcgtggcttt tttgagacga gggcttgcca tgtttcccag gctggtctcg aa 
472 

<210> 5566 
<211> 76 
<212 > PRT 

<213 > Homo sapiens 
<40 0> 5566 


Met 

Gin 

Ser 

Asp 

Pro 

Gly Ser 

Pro 

Leu 

Cys 

Ser 

Ala 

Arg 

Gly Glu 

Pro 

1 




5 





10 





15 


Ala 

Met 

Trp 

Arg 

Val 

Glu 

lie 

Thr 

Gin 

Phe 

Phe Gly 

Asp 

Arg Val 

Ser 




20 





25 





30 



Leu 

Pro 

Pro 

Arg 

Leu 

Glu 

Ser 

Gly Gly Ala 

He 

Thr 

Ala 

His 

Ser 

Ser 



35 





40 





45 




Leu 

Asp 

Leu 

Gin 

Gly Ser 

Ser 

Asp 

Pro 

Pro 

Ala 

Ser 

Ala 

Ser 

Arg 

Ala 


50 





55 





60 





Ala Gly 

Ser 

Thr 

Gly Ala Tyr 

His 

Ala 

Trp 

Leu 

Phe 






65 70 75 

<210> 5567 

<211> 968 

<212> DNA 

<213 > Homo sapiens 

<400> 5567 

tttttttttt tttttttttt taggttccaa taaaatttta tttatgaaca ctaaaatttg 
60 

aatttcatat gcttttctca tgccacaaaa tattattctt ttgattgtat tcaacctttt 
120 

taaaaaccat ttttagctca caagctgtac aaaaacagac ggtgagtaaa ttggcccaca 
180 

gaccggtttg ctagcccctg ggcttaagag atctgtccac ttactcctca acatgcagag 
240 
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tgtgaactgt gtgaactgca 
300 

attatttttg atttgtattc 
360 

ctgggtactg tgcaagatcc 
420 

ctcaagttcg cagactctcc 
480 

agccacaagc gcaggtaagt 
540 

ggctgctgta ccaaaatacc 
600 

acaatcctgg aggccagatg 
660 

actctgaggg agaatctgtg 
720 

cttagggttc tttggctcat 
780 

cttcagctct gtgtgtctat 
840 

ccaccctact acaggttgat 
900 


taggccacag caatcttact 
attcagtcca ccgaagcatt 
ttccttggga cactgaagga 
ggtatccaga tactacggct 
atcagaggtg ttttacgaga 
acaaactgca tggcttaaaa 
tctgaaatca agatattggt 
acatgcctgt tttcctagct 
agatgcattg ctctaatctc 
ttccccttct tttctaagag 
ctcatttcca ggtccttgat 


gcatccattc ccgctgcatc 
cacttggcac ctctccaaat 
aaatcagaca cggcccttct 
ctcatagtat cagaaaacac 
tacatgtatc agattcttaa 
caacagaaat ttattccctc 
agggttggtt ccttctcgag 
tctagtgact tcctccaatt 
tgcctccatc ttcccatggc 
ctagtcattg aatttagggc 
ttcatctgca aaaacttttt 


ccaaataatg tcacacgtgg agattcccag tgaatgtatc tcctgggggc cactattcag 
960 

cctattac 

968 

<210> 5568 
<211> 130 
<212> PRT 

<213 > Homo sapiens 
<400> 5568 


Met 

Gin 

Ser 

Val 

Asn 

Cys 

Val 

Asn 

Cys 

lie Gly 

His 

Ser 

Asn 

Leu 

Thr 

1 




5 





10 




15 


Ala 

Ser 

lie 

Pro 

Ala 

Ala 

Ser 

Leu 

Phe 

Leu lie 

Cys 

lie 

His 

Ser 

Val 




20 





25 




30 



His 

Arg 

Ser 

lie 

His 

Leu 

Ala 

Pro 

Leu 

Gin lie 

Trp 

Val 

Leu 

Cys 

Lys 



35 





40 




45 




He 

Leu 

Pro 

Trp 

Asp 

Thr 

Glu 

Gly 

Lys 

Ser Asp 

Thr 

Ala 

Leu 

Leu 

Ser 


50 





55 




60 





Ser 

Ser 

Gin 

Thr 

Leu 

Arg 

Tyr 

Pro 

Asp 

Thr Thr 

Ala 

Leu 

lie 

Val 

Ser 

65 





70 




75 





80 

Glu 

Asn 

Thr 

Ala 

Thr 

Ser 

Ala 

Gly 

Lys 

Tyr Gin 

Arg 

Cys 

Phe 

Thr 

Arg 





85 





90 




95 


Tyr Met 

Tyr 

Gin 

lie 

Leu 

Lys 

Ala 

Ala 

Val Pro 

Lys 

Tyr 

His 

Lys 

Leu 




100 





105 




110 



His Gly 

Leu 

Lys 

Gin 

Gin 

Lys 

Phe 

lie 

Pro Ser 

Gin 

Ser 

Trp 

Arg 

Pro 



115 





120 




125 





Asp Val 
130 


<210> 5569 
<211> 876 
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<212> DNA 

<213 > Homo sapiens 

<4 00> 5569 

nntttttttt tttttttttt ttgttaacct agagaaaaaa attttattta aagacacatt 
60 

ttaagtaaaa tgaagaacat tttacttatt tttatgtcca gtacagtcaa agcagccaca 
120 

ttgcataacc ccgggggacc cccttcctct ttgtgatgcc ccagaacaat attgatttga 
180 

ttatagaaag ccaccggcag cctacatgcg caacggtgag ttgttggtta tatacactgt 
240 

ggaccataca gtggaatatt acagtcaata aaaggtattt ttagagagaa aaaaaaacat 
300 

tggaacacgc ttatgatata atgttaggca aaatcgctgt tatgaacagc tcgtttgggg 
360 

cagagcaaat cctgggaagt aacgctgagg ctgttggtgc aggcggtgga gtacaacatc 
420 

ttcgagggta tggagtgcca cggctcccca ctagtggtca tcagccaggg caagatcgtc 
480 

tttgaagacg gaaacatcaa cgtcaacaag ggcatggacc gcttcattcc gcggaaggcg 
540 

ttcccggagc acagttccac gtggctggaa cttcacaatc atggcagaag gcacgtctgc 
600 

gaggcatcct ggggctgcac tgctgatcct cttctctctc ccctggccct gagtgctgcc 
660 

ttcatgtggc tcagcccttc cgtccttcaa gccttcatca gcttcagggc agccccgagt 
720 

ctgtgcccag gtacactggc taaaatgcag tgtcttccaa atagccatat ctcttttaat 
780 

cagggagcaa ttccagcatg gaagtcccca tcatgctcct gctggcaggt acaggtgcca 
840 

gtttgtgacg gatgaaagca ccgacagccc acgcgt 
876 

<210> 5570 

<211> 169 

<212> PRT 

<213 > Homo sapiens 

<400> 5570 

Thr Ala Arg Leu Gly Gin Ser Lys Ser Trp Glu Val Thr Leu Arg Leu 
15 10 15 

Leu Val Gin Ala Val Glu Tyr Asn He Phe Glu Gly Met Glu Cys His 
20 25 30 

Gly Ser Pro Leu Val Val lie Ser Gin Gly Lys lie Val Phe Glu Asp 
35 40 45 

Gly Asn He Asn Val Asn Lys Gly Met Gly Arg Phe lie Pro Arg Lys 
50 55 60 

Ala Phe Pro Glu His Ser Ser Thr Trp Leu Glu Leu His Asn His Gly 

65 70 75 80 

Arg Arg His Val Cys Glu Ala Ser Trp Gly Cys Thr Ala Asp Pro Leu 

85 90 95 

Leu Ser Pro Leu Ala Leu Ser Ala Ala Phe Met Trp Leu Ser Pro Ser 
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100 

Val Leu Gin Ala Phe lie Ser 
115 

Gly Thr Leu Ala Lys Met Gin 
130 135 

Asn Gin Gly Ala lie Pro Ala 
145 150 

Gin Val Gin Val Pro Val Cys 
165 


105 HO 

Phe Arg Ala Ala Pro Ser Leu 
120 125 

Cys Leu Pro Asn Ser His lie 
140 

Trp Lys Ser Pro Ser Cys Ser 
155 

Asp Gly 


Cys Pro 

Ser Phe 

Cys Trp 
160 


<210> 5571 

<2 11> 405 

<212> DNA 

<213 > Homo sapiens 

<400> 5571 

aaccagaaag tggatctctt cagcctggga attatcttct ttgagatgtc ctatcacccc 
60 

atggtcacgg cttcagaaag gatctttgtt ctcaaccaac tcagagatcc cacttcgcct 
120 

aagtttccag aagactttga cgatggagag catgcaaagc agaaatcagt catctcctgg 
180 

ctgttgaacc acgatccagc aaaacggccc acagccacag aactgctcaa gagtgagctg 
240 

ctgcccccac cccagatgga ggagtcagag ctgcatgaag tgctgcacca cacgctgacc 
300 

aacgtggatg ggaaggccta ccgcaccatg atggcccaga tcttctcgca gcgcctcgct 
360 

ggggcggggg gaggtggcta ccgctcccgg cttggcgtcc cgcgg 
405 

<210> 5572 
<211> 135 
<212 > PRT 

<213 > Homo sapiens 


<400> 5572 


Asn 

Gin 

Lys 

Val 

Asp 

Leu 

Phe 

Ser 

Leu 

Gly 

lie 

lie 

Phe 

Phe 

Glu 

Met 

1 




5 





10 





15 


Ser Tyr 

His 

Pro 

Met 

Val 

Thr 

Ala 

Ser 

Glu 

Arg 

lie 

Phe 

Val 

Leu 

Asn 




20 





25 





30 



Gin 

Leu 

Arg 

Asp 

Pro 

Thr 

Ser 

Pro 

Lys 

Phe 

Pro 

Glu 

Asp 

Phe 

Asp 

Asp 



35 





40 





45 




Gly Glu 

His 

Ala 

Lys 

Gin 

Lys 

Ser 

Val 

lie 

Ser 

Trp 

Leu 

Leu 

Asn 

His 


50 





55 





60 





Asp 

Pro 

Ala 

Lys 

Arg 

Pro 

Thr 

Ala 

Thr 

Glu 

Leu 

Leu 

Lys 

Ser 

Glu 

Leu 

65 





70 





75 





80 

Leu 

Pro 

Pro 

Pro 

Gin 

Met 

Glu 

Glu 

Ser 

Glu 

Leu 

His 

Glu 

Val 

Leu 

His 





85 





90 





95 


His 

Thr 

Leu 

Thr 

Asn 

Val 

Asp 

Gly Lys 

Ala 

Tyr 

Arg 

Thr 

Met 

Met 

Ala 




100 





105 





110 



Gin 

lie 

Phe 

Ser 

Gin 

Arg 

Leu 

Ala 

Gly 

Ala 

Gly Gly 

Gly 

Gly 

Tyr 

Arg 



115 





120 





125 




Ser Arg 

Leu 

Gly 

Val 

Pro 

Arg 
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130 135 

<210> 5573 
<2 11> 1279 
<212> DNA 

<213> Homo sapiens 
<400> 5573 

naaaaacagg tggaatccgg gctggagccg 
60 

cctccagaca gtaccacagg cacctggagt 
120 

tccgtcagag cctaggggag cctgccctcc 
180 

tggccgccgg cgcacggacg cgggcacgag 
240 

gttgacaaga tttctctggg gtfaccgcgga 
300 

ggtctggcat atttagaact taagtctatt 
360 

gaagactggt gcagggggat ggacatgaac 
420 

tcccagagct gcagtgtggc agaaatcgag 
480 

ggggagtaca gactgcttgg aaggatgttc 
540 

gtagggctta ctgcggagac tagtcacgcc 
600 

ggtatctgga gagtgatctt taagccccct 
660 

aatgaatttt tagcgggaga gggcatgaca 
720 

gaaaatggct ccttagaccc agagcagggc 
780 

gcacaggcat tagaggctct tcagcctgcc 
840 

gtgttctcgg gcagggagtc tccagaacca 
900 

catactactc agatgataaa ggcgtggcag 
960 

ctagagagcc ttcgaggccc agcacttgat 
1020 

ttaattactg tcgatgaatg tctgcaggct 
1080 

cctagggagt tgcaggtcaa atatctaacc 
1140 

gcttatgtac taaggctgga gcctttgtta 
1200 

agagatgctg tgaatcaggc ccgcctagac 
1260 

attcgcagag agcttaata 
1279 

<210> 5574 


gagctccggc ggcgcgggtg gcggcacgtc 
accggcatcg gtcgctgtgg cccccgagtg 
cgcgcctcgt cggggcccgg ccaggcacct 
cactagatca cggctgctgg acctcggcac 
ggattacttt gaatttcggt ggtcgcctgt 
atttcgggca ccatgacttt gaggctttta 
cctcggaaag cgctattgat tgccggcatc 
gaggctctgc aggctggttt agctcccttg 
aggagggatg agaacaggaa agtagcctta 
ctggtcccta aggagatacc gggaaaaggg 
gacccagata atacattttt aagcagatta 
gtgggtgagt tgagcagagc tcttggacat 
atgatcccgg aaatgtgggc ccctatgttg 
ctgcaatgct tgaagtataa aaagctgaga 
ggagaagaag aatttggacg ctggatgttt 
gtgccagatg tagagaagag aaggcgattg 
gttattcgtg tcctcaagat aaacaatcct 
cttgaggagg tatttggggt tacagataat 
acttaccaga aggatgagga aaagttgtcg 
cagaagctgg tacagagagg agcaattgag 
caagtcattg ctggggcagt ccacaaaaca 
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<211> 312 
<212 > PRT 
<213> Homo sapiens 


<400> 5574 

Met Thr Leu Arg Leu Leu Glu Asp 
1 5 

Pro Arg Lys Ala Leu Leu lie Ala 
20 

Ala Glu He Glu Glu Ala Leu Gin 
35 40 

Tyr Arg Leu Leu Gly Arg Met Phe 
50 55 

Ala Leu Val Gly Leu Thr Ala Glu 
65 70 

Glu lie Pro Gly Lys Gly Gly lie 
85 

Asp Pro Asp Asn Thr Phe Leu Ser 
100 

Glu Gly Met Thr Val Gly Glu Leu 
115 120 

Gly Ser Leu Asp Pro Glu Gin Gly 
130 135 

Met Leu Ala Gin Ala Leu Glu Ala 
145 150 

Lys Tyr Lys Lys Leu Arg Val Phe 
.16 5 

Gly Glu Glu Glu Phe Gly Arg Trp 
180 

Lys Ala Trp Gin Val Pro Asp Val 
195 200 

Ser Leu Arg Gly Pro Ala Leu Asp 
210 215 

Asn Pro Leu lie Thr Val Asp Glu 
225 230 

Phe Gly Val Thr Asp Asn Pro Arg 
245 

Thr- Tyr Gin Lys Asp Glu Glu Lys 
260 

Glu Pro Leu Leu Gin Lys Leu Val 
275 280 

Ala Val Asn Gin Ala Arg Leu Asp 
290 295 

Lys Thr lie Arg Arg Glu Leu Asn 
305 310 


Trp Cys Arg Gly Met Asp Met Asn 

io 15 

Gly lie Ser Gin Ser Cys Ser Val 
25 30 

Ala Gly Leu Ala Pro Leu Gly Glu 
45 

Arg Arg Asp Glu Asn Arg Lys Val 
60 

Thr Ser His Ala Leu Val Pro Lys 
75 80 

Trp Arg Val lie Phe Lys Pro Pro 
90 95 

Arg Leu Asn Glu Phe Leu Ala Gly 
105 HO 

Ser Arg Ala Leu Gly His Glu Asn 
125 

Met lie Pro Glu Met Trp Ala Pro 
140 

Leu Gin Pro Ala Leu Gin Cys Leu 
155 ISO 

Ser Gly Arg Glu Ser Pro Glu Pro 
170 175 

Met Phe His Thr Thr Gin Met lie 
185 190 

Glu Lys Arg Arg Arg Leu Leu Glu 
205 

Val lie Arg Val Leu Lys lie Asn 
220 

Cys Leu Gin Ala Leu Glu Glu Val 
235 240 

Glu Leu Gin Val Lys Tyr Leu Thr 
250 255 

Leu Ser Ala Tyr Val Leu Arg Leu 
265 270 

Gin Arg Gly Ala lie Glu Arg Asp 
285 

Gin Val lie Ala Gly Ala Val His 
300 


<210> 5575 

<211> 2405 

<2l2> DNA 

<213> Homo sapiens 


<400> 5575 

ctctaatccc ctttcttgac tcttccaagt caggattctc accaaggaag ctatctgcct 
60 


4757 



WO 00/58473 


PCT/US00/0862 1 


tctttgggaa tgttgggctt 
120 

ttagcatata cagtagagtt 
180 

aggttgggat tctaatcata 
240 

cccagtcttg attccctttt 
300 

atggcagatt ttgggatctc 
360 

ccagtggagg ctctgaaagg 
420 

cgcgtgtctg tggaaaacat 
480 

ctgcacagtg ctgagatttt 
540 

tttctgaagg agccagtaga 
600 

aagctgtgtt cagccctgac 
660 

cccctaaccc ctgaggaagt 
720 

ctgctgtttg ttcagatcac 
780 

cttaagcttt ccatcaccaa 
840 

gctgccaagc tgtggaccct 
900 

tgtggatgta gtttaactca 
960 

atcaaccaaa aggaggacag 
1020 

gaagcctgca gtcactttag 
1080 

ttgaacactc tccaggatct 
1140 

aagccagatc cagcttccct 
1200 

tgtaagaact gcacctgtgg 
1260 

atgagctccc aacccaagtc 
1320 

gccagctgcc cctaccttgg 
1380 

gatagcaatc ttcatgatgc 
1440 

caactcctgt ccctcacatc 
1500 

ctctgagatc tgtttgcaga 
1560 

cagtggtgtg tagtgctgct 
1620 

aatgggatgg gtttcttcac 
1680 


atgaagactt gagataatgg 
tctaatgttg tcagcattcc 
ttttatgata tctcacagat 
ggccagcagt ttttaggtct 
tgctggccag tttgtggcag 
tctggtggat aagcttcaag 
caagcagctg ttgcaatgtt 
ggctgaaatc gcccggatcc 
gacagctgta gataacaata 
tctttctggt cttgtggaag 
acagtctgtt cgagaacacc 
aggcaaaaaa ccaaactttg 
gaagtcttct ccttcagtga 
ctcagccaac gatatggagg 
ccgttggcct cttgagcatg 
ggtggacacc ttctttaccc 
cttttcatta gcagagacca 
cattgactca gatgagctgc 
gcgggctgct tcttgtgggg 
ccttgctgaa gaactggaaa 
agcttgtgga aactgctacc 
gatgccagcc ttcaaacctg 
ctaggaggtt cctgacatgg 
ccaccatggt ggctcctccc 
gtgggtgctt agcagacaga 
gtgtatcaaa agaccaaggt 
ctcatgttaa gagaagggag 


ggttcatgta ttcagactct 
ctagtgggcg gttacaagtt 
taaattgcac tttgtctctg 
gtcagtactg cactgcaaga 
tggtctggga taagtcatcc 
cgttaaccgg caatgagggc 
tagtcccagg aagcaccact 
ttcggcctgg tggatgtctt 
gcaaagtgaa gacagcatct 
tgaaagagct gcagcgggag 
ttggtcatga aagtgacaac 
aagtqgqttc ttctaggcag 
aacctgctgt ggaccctgct 
acgacagcat gtgcatcttc 
tggtcaggtt gaacatgatg 
tggactccaa gtttcctctc 
cgactgtatc actcattgct 
tggatccaga agatttgaag 
aagggaaaaa gaggaaggcc 
aagagaagtc aagggaacag 
tgggcgatgc cttccgctgt 
gggaaaaggt gcttctgagt 
gacccatctg ctcctccagc 
acctcctctg gatttgttca 
gtgaagctgg ctggggggca 
attatgggac ctggtttcag 
tgtgtcctga agaagccctt 


4758 



WO 00/58473 


PCT/USOO/08621 


cttctgatgt taaaatgctg accagaacgc 
1740 

actctgtgac agagctgcag acccctgcct 
1800 

cttgtctttc agagttgtta gtttactcca 
1860 

acctcctcag ggcaccagag gactcactca 
1920 

ctgccccctt ccatccccaa ccacatttga 
1980 

tttatgttaa ccttcaggta ttaaacttgc 
2040 

atgtcttgta aagagagggg atgtgcattt 
2100 

agtttggacc attggaggaa cttagtgtca 
2160 

atagggcttg tctgcccact ttagaagagt 
2220 

ggcagaactc tgaacgacaa tacgtctctc 
2280 

acccatatgg acttggaatc aatcttgcca 
2340 

gacctggatt tttatatttt accagtaaat 

2400 

cttga 

2405 

<210> 5576 

<211> 367 

<212 > PRT 

<213> Homo sapiens 

<400> 5576 

Met Ala Asp Phe Gly lie Ser Ala 
1 5 

Asp Lys Ser Ser Pro Val Glu Ala 
20 

Gin Ala Leu Thr Gly Asn Glu Gly 
35 40 

Gin Leu Leu Gin Cys Leu Val Pro 
50 55 

Glu lie Leu Ala Glu lie Ala Arg 
65 70 

Phe Leu Lys Glu Pro Val Glu Thr 
85 

Lys Thr Ala Ser Lys Leu Cys Ser 
100 

Glu Val Lys Glu Leu Gin Arg Glu 
115 120 

Ser Val Arg Glu His Leu Gly His 
130 135 

Gin lie Thr Gly Lys Lys Pro Asn 
145 150 

Leu Lys Leu Ser lie Thr Lys Lys 


tcttgagccc aggcatcgtt gagcattaac 
tgagtctcat ctcagcaatg ctgccaccct 
ttctttgtga cacgagtcaa gtggctcaca 
ctggttgctg tgatgatatc cagtgtccct 
ctgtagcatt gcatctgtgt cctgttgtca 
tgcatatctt gacatatctt gagattctgc 
gtgtgtgatg ttggatagtc atccacgctc 
cgcacaaatg gggctattcc tacgcttaga 
ccaggttggt gagcatttag agggaagcag 
tgagcagaga cccctttgtt cttgttatcc 
aatatttgga gagattgtgt ggatttaaga 
aaaagttttc attgatatct gtccttgaaa 


Gly Gin Phe Val Ala Val Val Trp 
10 15 

Leu Lys Gly Leu Val Asp Lys Leu 
25 30 

Arg Val Ser Val Glu Asn lie Lys 
45 

Gly Ser Thr Thr Leu His Ser Ala 
60 

lie Leu Arg Pro Gly Gly Cys Leu 
75 80 

Ala Val Asp Asn Asn Ser Lys Val 
90 95 

Ala Leu Thr Leu Ser Gly Leu Val 
105 110 

Pro Leu Thr Pro Glu Glu Val Gin 
125 

Glu Ser Asp Asn Leu Leu Phe Val 
140 

Phe Glu Val Gly Ser Ser Arg Gin 
155 160 

Ser Ser Pro Ser Val Lys Pro Ala 
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165 





170 





175 


Vai 

Asp 

Pro 

Ala 

Ala 

Ala 

Lys 

Leu 

Trp 

Thr 

Leu 

Ser 

Ala 

Asn 

Asp 

Met 




180 





185 





190 



Glu 

Asp 

Asp 

Ser 

Met 

Cys 

lie 

Phe 

Cys 

Gly 

Cys 

Ser 

Leu 

Thr 

His 

Arg 



195 





200 





205 




Trp 

Pro 

Leu 

Glu 

His 

Val 

val 

Arg 

Leu 

Asn 

Met 

Met 

lie 

Asn 

Gin 

Lys 


210 





215 





220 





Glu Asp 

Arg 

Val 

Asp 

Thr 

Phe 

Phe 

Thr 

Leu 

Asp 

Ser 

Lys 

Phe 

Pro 

Leu 

225 





230 





235 





240 

Glu 

Ala 

Cys 

Ser 

His 

Phe 

Ser 

Phe 

Ser 

Leu 

Ala 

Glu 

Thr 

Thr 

Thr 

Val 





245 





250 





255 


Ser 

Leu 

He 

Ala 

Leu 

Asn 

Thr 

Leu 

Gin 

Asp 

Leu 

lie 

Asp 

Ser 

Asp 

Glu 




260 





265 





270 



Leu 

Leu 

Asp 

Pro 

Glu 

Asp 

Leu 

Lys 

Lys 

Pro 

Asp 

Pro 

Ala 

Ser 

Leu 

Arg 



275 





280 





285 




Ala 

Ala 

Ser 

Cys 

Gly 

Glu 

Gly 

Lys 

Lys 

Arg 

Lys 

Ala 

Cys 

Lys 

Asn 

Cys 


290 





295 





300 





Thr 

Cys 

Gly 

Leu 

Ala 

Glu 

Glu 

Leu 

Glu 

Lys 

Glu 

Lys 

Ser 

Arg 

Glu 

Gin 

305 





310 





315 





320 

Met 

Ser 

Ser 

Gin 

Pro 

Lys 

Ser 

Ala 

Cys 

Gly 

Asn 

Cys 

Tyr 

Leu 

Gly 

Asp 





325 





330 





335 


Ala 

Phe 

Arg 

Cys 

Ala 

Ser 

Cys 

Pro 

Tyr 

Leu 

Gly 

Met 

Pro 

Ala 

Phe 

Lys 




340 





345 





350 



Pro Gly 

Glu 

Lys 

Val 

Leu 

Leu 

Ser 

Asp 

Ser 

Asn 

Leu 

His 

Asp 

Ala 




355 





360 





365 





<2i0> 5577 
<211> 659 
<212 > DNA 

<213 > Homo sapiens 
<400> 5577 

ctccacgcag ataagctgtg gttctgctgc ctgtccccca accacaagct gctgcagtac 
60 

ggagacatgg aggagggcng ccagcccgcc taccctnngg agagtctgcc cgagcaactc 
120 

cctgtggccg acatgagggc actcctgaca ggcaaggact gcccccatgt ccgggagaag 
180 

ggctccggga agcagaacaa ggacctctat gagttggcct tctcaatcag ctatgaccgt 
240 

ggggaggagg aagcgtacct caacttcatt gccccctcca agcgggagtt ctacctgtgg 
300 

acagatgggc tcagtgcctt gctgggcagt cccatgggca gcgagcagac acggctggac 
360 

ctggagcagc tgctgaccat ggagaccaag ctgcgtctgc tggagctgga gaacgtgccc 
420 

atccccgagc ggccaccccc tgtgccccca ccccccacca acttcaactt ctgctatgac 
480 

tgcagcatcg ctgaaccttg acagtgtggc tggccatggg ccacagctgc ggccactgca 
540 

gcagccatga agggcagtgg gtagaggagt gcaggcaccc tgaccagcag agattgctgc 
600 

agaaataaag tctgcttggc tcttgggaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaa 
659 
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<210> 5578 
<211> 166 
<2 12 > PRT 

<213> Homo sapiens 
<400> 5578 

Leu His Ala Asp Lys Leu Trp Phe Cys Cys Leu Ser Pro Asn His Lys 
1 5 10 15 

Leu Leu Gin Tyr Gly Asp Met Glu Glu Gly Xaa Gin Pro Ala Tyr Pro 
20 25 30 

Xaa Glu Ser Leu Pro Glu Gin Leu Pro Val Ala Asp Met Arg Ala Leu 
35 40 45 

Leu Thr Gly Lys Asp Cys Pro His Val Arg Glu Lys Gly Ser Gly Lys 
50 55 60 

Gin Asn Lys Asp Leu Tyr Glu Leu Ala Phe Ser lie Ser Tyr Asp Arg 

65 70 75 80 

Gly Glu Glu Glu Ala Tyr Leu Asn Phe lie Ala Pro Ser Lys Arg Glu 

85 90 95 

Phe Tyr Leu Trp Thr Asp Gly Leu Ser Ala Leu Leu Gly Ser Pro Met 
100 105 110 

Gly Ser Glu Gin Thr Arg Leu Asp Leu Glu Gin Leu Leu Thr Met Glu 
115 120 125 

Thr Lys Leu Arg Leu Leu Glu Leu Glu Asn Val Pro lie Pro Glu Arg 
130 135 140 

Pro Pro Pro Val Pro Pro Pro Pro Thr Asn Phe Asn Phe Cys Tyr Asp 

145 150 155 160 

Cys Ser lie Ala Glu Pro 
165 

<21Q> 5579 
<211> 1312 
<212> DNA 

<213 > Homo sapiens 
<400> 5579 

actcctgtat caaccatgag ttcttctcag cctgtgtcac gaccattgca acccatacaa 
60 

ccagcaccgc ctcttcaacc atctggggtg ccaacaagtg gaccatctca gaccaccata 
120 

cacttactac ctacagctcc aactaccgtg aatgtaacac atcgtccagt aactcaggtg 
180 

accacaagac tccctgtacc aagagctcct gcaaaccacc aggtggttta tacaactctt 
240 

cctgcaccac cagctcaggc tcccttgcga ggaactgtta tgcaggctcc tgctgttcgg 
300 

caggtcaatc cccaaaatag tgttacagtt cgagtgcctc aaacaaccac atatgttgta 
360 

aacaatggac taaccctggg atcaacagga cctcagctca cagtgcatca ccgaccacca 
420 

caagtgcata ctgagccccc acgccccgtg cacccagcac ccttaccaga agctccacaa 
480 

ccacagcgtc tgcccccaga agctgccagc acatctctgc ctcagaagcc acacttgaag 
540 
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ttagcacgcg 

600 

ttcagagtca 

aaatggcata 

gtactgtcat 

ggagtgtcct 

ggaggtggat 

cgaagctgtg 

660 

ccactgttga 

tagctaccat 

ctctatgctt 

accatgagga 

acccagtgcc 

actgtgccct 

720 

cacaatggaa 

aaagattggg 

gaagtcaagg 

cacttccctt 

gcccatggca 

tgtactctca 

780 

cccagtttgt 

atctggtagc 

aaatactact 

ttgcagtacg 

agccaaggat 

atttatggac 

840 

gttttgggcc 

tttctgtgat 

cctcagtcaa 

cagatgtgat 

ctcttctacc 

cagagcagtt 

900 

aaaccttgga 

gcctttatat 

tttcctcttt 

taaaatttcc 

accttttggt 

cttgttttta 

960 

atcttgtgca 

tgatacccca 

tgtaaaatcc 

accttgtgca 

agatttcttg 

gacagatgtg 

1020 

tgtatacact 

acatttgttt 

ataaccagaa 

gcaaaataaa 

ctcagcccac 

aaagctagaa 

1080 

tcttttcctg 

gacagtttag 

gctttggggt 

ttggaaatgt 

aaatgtgtac 

cttgctttag 

1140 

ttttgaggct 

ggggaatatg 

tgtgggtgtt 

tatgtgtgtt 

tttccttatg 

taggtgttat 

1200 

tgcattggag 

tctcccattt 

tcattctcaa 

atttacctct 

taaagtacga 

agtaagtaga 

1260 

tcaaaggatt 

tgagatgtgt 

aactggcatg 

attctgcttt 

tgaaggatct 

atagtatcat 

tttagttaag 

tgggtcaaac 

agaatcaaaa 

caaaacccaa 

ag 


1312 

<210> 5580 

<211> 283 

<212 > PRT 

<213 > Homo sapiens 


<4 00> 5580 


Thr 

Pro 

Val 

Ser 

Thr 

Met 

Ser 

Ser 

Ser 

Gin 

Pro 

Val 

Ser 

Arg 

Pro 

Leu 

1 




5 





10 





15 


Gin 

Pro 

He 

Gin 

Pro 

Ala 

Pro 

Pro 

Leu 

Gin 

Pro 

Ser 

Gly 

Val 

Pro 

Thr 




20 





25 





30 



Ser Gly 

Pro 

Ser 

Gin 

Thr 

Thr 

lie 

His 

Leu 

Leu 

Pro 

Thr 

Ala 

Pro 

Thr 



35 





40 





45 




Thr 

Val 

Asn 

Val 

Thr 

His 

Arg 

Pro 

Val 

Thr 

Gin 

Val 

Thr 

Thr 

Arg 

Leu 


50 





55 





60 





Pro 

Val 

Pro 

Arg 

Ala 

Pro 

Ala 

Asn 

His 

Gin 

Val 

Val 

Tyr 

Thr 

Thr 

Leu 

65 





70 





75 





80 

Pro 

Ala 

Pro 

Pro 

Ala 

Gin 

Ala 

Pro 

Leu 

Arg 

Gly Thr 

Val 

Met 

Gin 

Ala 





85 





90 





95 


Pro 

Ala 

Val 

Arg 

Gin 

Val 

Asn 

Pro 

Gin 

Asn 

Ser 

Val 

Thr 

Val 

Arg 

Val 




100 





105 





110 



Pro 

Gin 

Thr 

Thr 

Thr 

Tyr 

Val 

Val 

Asn 

Asn 

Gly Leu 

Thr 

Leu 

Gly 

Ser 



115 





120 





125 




Thr Gly 

Pro 

Gin 

Leu 

Thr 

Val 

His 

His 

Arg 

Pro 

Pro 

Gin 

Val 

His 

Thr 


130 





135 





140 





Glu 

Pro 

Pro 

Arg 

Pro 

Val 

His 

Pro 

Ala 

Pro 

Leu 

Pro 

Glu 

Ala 

Pro 

Gin 

145 





150 





155 





160 

Pro 

Gin 

Arg 

Leu 

Pro 

Pro 

Glu 

Ala 

Ala 

Ser 

Thr 

Ser 

Leu 

Pro 

Gin 

Lys 
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165 170 175 

Pro His Leu Lys Leu Ala Arg Val Gin Ser Gin Asn Gly lie Val Leu 
180 185 ' 190 

Ser Trp Ser Val Leu Glu Val Asp Arg Ser Cys Ala Thr Val Asp Ser 
195 200 205 

Tyr His Leu Tyr Ala Tyr His Glu Glu Pro Ser Ala Thr Val Pro Ser 
210 215 220 

Gin Trp Lys Lys lie Gly Glu Val Lys Ala Leu Pro Leu Pro Met Ala 

225 230 235 240 

Cys Thr Leu Thr Gin Phe Val Ser Gly Ser Lys Tyr Tyr Phe Ala Val 

245 250 255 

Arg Ala Lys Asp lie Tyr Gly Arg Phe Gly Pro Phe Cys Asp Pro Gin 
260 265 270 

Ser Thr Asp Val He Ser Ser Thr Gin Ser Ser 
275 280 

<210> 5581 
<211> 720 
<212> DNA 

<213> Homo sapiens 
<400> 5581 

accgtggaaa ccgcggccat ggcggcaccg cggcaaatcc ccagccacat agtgcgcctc 
60 

aagcccagct gctctacaga ctcgtcgttc acccggacgc cggtgcccac cgtgtctctc 
120 

gcgtcccgcg agctgcctgt ctcgtcgtgg caggtcaccg agccgtcaag caagaatctg 
180- 

tgggagcaga tctgcaagga gtatgaagct gagcagcctc cctttccaga aggatataaa 
240 

gtcaaacagg agcctgtgat tacggttgcg ccagtagagg aaatgctttt tcatggcttc 
300 

agtgcagagc actattttcc ggtttcccat ttcaccatga tctcacgtac accctgtcct 
360 

caagataaat cggaaacaat caacccaaaa acatgttctc ccaaagaata tttggaaact 
420 

ttcatctttc ctgttctgct tcccggaatg gctagcctgc ttcaccaagc gaagaaagaa 
480 

aaatgttttg aggtcagttg tttggcagga tttctttatt ttgagattct caatcattca 
540 

ttattatcag atgatagctc attatcttgg taccatcagg ttgttctcca gatgacccct 
600 

tcgggaggga aagcctgtgt ttggggtcac ttacccagtt ccagccacac catctagttg 
660 

tgcacataca tgcgctgcca tctgtctggc cacttggact ccggagagct tttccgcctt 
720 

<210> 5582 
< 211 > 212 
<212 > PRT 

<213 > Homo sapiens 
<400> 5582 

Met Ala Ala Pro Arg Gin lie Pro Ser His lie Val Arg Leu Lys Pro 


4763 



WO 00/58473 


PCT/US00/08621 


1 5 


Ser 

Cys 

Ser 

Thr 

Asp 

Ser 

Ser 

Phe 




20 





Ser 

Leu 

Ala 

Ser 

Arg Glu 

Leu 

Pro 



35 





40 

Pro 

Ser 

Ser 

Lys 

Asn 

Leu 

Trp 

Glu 


50 





55 


Glu 

Gin 

Pro 

Pro 

Phe 

Pro 

Glu Gly 

65 





70 



lie 

Thr 

Val 

Ala 

Pro 

Val 

Glu 

Glu 





85 




Glu 

His 

Tyr 

Phe 

Pro 

Val 

Ser 

His 




100 





Cys 

Pro 

Gin 

Asp 

Lys 

Ser 

Glu 

Thr 



115 





120 

Lys 

Glu 

Tyr 

Leu 

Glu 

Thr 

Phe 

He 


130 





135 


Ala 

Ser 

Leu 

Leu 

His 

Gin 

Ala 

Lys 

145 





150 



Cys 

Leu 

Ala 

Gly 

Phe 

Leu 

Tyr 

Phe 





165 




Ser 

Asp 

Asp 

Ser 

Ser 

Leu 

Ser 

Trp 




180 





Thr 

Pro 

Ser 

Gly 

Gly Lys 

Ala 

Cys 



195 





200 

Ser 

His 

Thr 

lie 






210 








<210> 5583 
< 211 > 2101 
<212> DNA 
<213> Homo sapiens 



10 





15 


Thr 

Arg 

Thr 

Pro 

Val 

Pro 

Thr 

Val 

25 





30 



Val 

Ser 

Ser 

Trp 

Gin 

Val 

Thr 

Glu 





45 




Gin 

lie 

Cys 

Lys 

Glu Tyr 

Glu 

Ala 




60 





Tyr 

Lys 

Val 

Lys 

Gin 

Glu 

Pro 

Val 



75 





80 

Met 

Leu 

Phe 

His 

Gly Phe 

Ser 

Ala 


90 





95 


Phe 

Thr 

Met 

lie 

Ser 

Arg 

Thr 

Pro 

105 





110 



lie 

Asn 

Pro 

Lys 

Thr 

Cys 

Ser 

Pro 





12 5 




Phe 

Pro 

Val 

Leu 

Leu 

Pro 

Gly Met 




140 





Lys 

Glu 

Lys 

Cys 

Phe 

Glu 

Val 

Ser 



155 





160 

Glu 

lie 

Leu 

Asn 

His 

Ser 

Leu 

Leu 


170 





175 


Tyr 

His 

Gin 

Val 

Val 

Leu 

Gin 

Met 

185 





190 



Val 

Trp 

Gly His 

Leu 

Pro 

Ser 

Ser 


205 


<400> 5583 

nnaggccgcg actgcgtgct gctgcaagag gactttctgg cgcacagggg ccgaccccac 
60 

gtctacctgc agcgcatcca gctcaacaac cccacggagc gcgtggccgc gctgcagact 
120 

gtggggccca ctgccggccc agcccccaat gccttcacca gtaccctgga gaaggtcgga 
180 

gaccatcagt tcctcctcta ctcaggccgg tccccgccta cgcccactgg gttggtgcac 
240 

ctggtggtgg tggccgccaa gaagctggtg aaccgcctcc aagtggctcc caagacgcag 
300 

ctggatgaga cggtgctgtg ggtggtgcac gtctctggcc ccattaaccc ccaggtgctc 
360 

aaaagcaaag cagccaagga gctcaaggcg ctgcaggact tggcacggaa ggaaatgctg 
420 

gagctcttgg acatgccagc ggcggagctg cttcaagacc accagctcct ctgggctcag 
480 

ctcttcagcc caggagtgga aatgaagaag atcactgaca cccacacgcc gtctggcctc 
540 

accgtgaacc tgacgctcta ttacatgctc tcctgctcgc cagccccact gctcagcccc 
600 
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tccctgagcc acagggagcg 
660 

ttcagcgggc acgccaccat 
720 

cagcagatcc tgcagctctc 
780 

gggctggtga aggtgggtgc 
840 

ctgcagttca cagagaacca 
900 

tatgcattgc atggcatccg 
960 

ccgagggcaa gccctaccta 
1020 

tatgcctgca. aggcaggctg 
1080 

cacaccttct cggtcatggt 
1140 

ctcacacacc tgcaggacct 
1200 

gagcacatgg cccagcagga 
1260 

ctaatcaccc tcttccacct 
1320 

ggagccaagc ccctcttcag 
1380 

tgctttcagc caccatttgc 
1440 

gggatccttt ggaagcaccc 
1500 

tgagtgtgga tacaccagag 
1560 

ggccagtgga ccttttgtaa 
1620 

gaaatggaac tcactccttc 
1680 

tttgaaaaga ctcttgtcta 
1740 

ttaatgaagt tttaatttat 
1800 

agatggtgag tgttggcggt 
1860 

ctgggccggg gccccccagg 
1920 

gtcatcctcg ggtttgcacg 
1980 

ttggggcttc aggggaggtg 
2040 

accaaagctt ttttgttctg 
2100 
a 

2101 

< 210 > 5584 


agaccagatg gagtcgacgc 
gcacgccgag aacctgtggc 
tgacctgtgg aggctgaccc 
cccaggcatc ctgcagggga 
cctccagttc caggccgacc 
ctacaagaac gaccatatca 
cacgtgtccg tggagtcccg 
cctggacgag ccagtggagc 
gacacagccc atcacgccac 
gcggcacacg ctgcacctca 
ccccgggctg cccttcctct 
cttcctcttc aagctcatct 
gagtaaggaa gatcccagtg 
acaagacacc cagcactgaa 
gccctttgtg ccttgttggg 
tttgcattgg aaggaatgag 
gctttccact caataaaatg 
cactttcccc ctttcttctg 
ggaaaagttg tgtccttttc 
ttttgttgag attttgctag 
gatgtccgtc tcggcgttcg 
gtggctgtgc tgctgcctgt 
ccctttttta ggagcctgtg 
tttaactttc tagtgattga 
tttttaaata aatatctttc 


tcaactatga agatcactgc 
cggggcggct gtcctccgtc 
tccagaagcg tggctgcaag 
tggtgctcag ctttgggggg 
ccgacgtgct gcacaacagc 
acctggccgt gctgcggatg 
tggccagcct gtcanagatc 
tgacctcggc gcccacgggc 
tgctctacat ctccaccgac 
aggccatcct ggcccatgat 
tctggttcag cgtggcctcc 
acaacgagta ctgtgggcct 
tctgagtgaa ctaacagtcc 
agtcccgctg ccaggagcaa 
ggaaaccggt gacgcagaag 
tgtcacgtgg ggagggaagg 
aacctgtatg gcaaatactt 
tcccaggaaa tagatcatct 
ctaatttaac gtgttctttc 
atggcttttg catcccctgt 
gaggccccac ggtcccgagg 
aggagggtgc gggttgtgct 
gacatctgtg gttttgtact 
tgattgtcag gttttgaaat 
aaactttaaa aaaaaaaaaa 
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<211> 454 
<212> PRT 
<213> Homo sapiens 


<400> 5584 


Xaa Gly 

Arg 

Asp 

Cys 

Val 

Leu 

Leu 

Gin 

Glu 

Asp 

Phe 

Leu 

Ala 

His 

Arg 

1 




5 





10 





15 


Gly Arg 

Pro 

His 

Val 

Tyr 

Leu 

Gin 

Arg 

lie 

Gin 

Leu 

Asn 

Asn 

Pro 

Thr 




20 





25 





30 



Glu Arg 

Val 

Ala 

Ala 

Leu 

Gin 

Thr 

Val 

Gly 

Pro 

Thr 

Ala 

Gly 

Pro 

Ala 



35 





40 





45 




Pro 

Asn 

Ala 

Phe 

Thr 

Ser 

Thr 

Leu 

Glu 

Lys 

Val 

Gly 

Asp 

His 

Gin 

Phe 


50 





55 





60 





Leu 

Leu 

Tyr 

Ser 

Gly 

Arg 

Ser 

Pro 

Pro 

Thr 

Pro 

Thr 

Gly 

Leu 

Val 

His 

65 





70 





75 





80 

Leu 

Val 

Val 

Val 

Ala 

Ala 

Lys 

Lys 

Leu 

Val 

Asn 

Arg 

Leu 

Gin 

Val 

Ala 





85 





90 





95 


Pro 

Lys 

Thr 

Gin 

Leu 

Asp 

Glu 

Thr 

Val 

Leu 

Trp 

Val 

Val 

His 

Val 

Ser 




100 





105 





110 



Gly 

Pro 

lie 

Asn 

Pro 

Gin 

Val 

Leu 

Lys 

Ser 

Lys 

Ala 

Ala 

Lys 

Glu 

Leu 



115 





120 





125 




Lys 

Ala 

Leu 

Gin 

Asp 

Leu 

Ala 

Arg 

Lys 

Glu 

Met 

Leu 

Glu 

Leu 

Leu 

Asp 


130 





135 





140 





Met 

Pro 

Ala 

Ala 

Glu 

Leu 

Leu 

Gin 

Asp 

His 

Gin 

Leu 

Leu 

Trp 

Ala 

Gin 

145 





150 





155 





160 

Leu 

Phe 

Ser 

Pro 

Gly 

Val 

Glu 

Met 

Lys 

Lys 

lie 

Thr 

Asp 

Thr 

His 

Thr 





165 





170 





175 


Pro 

Ser 

Gly 

Leu 

Thr 

Val 

Asn 

Leu 

Thr 

Leu 

Tyr 

Tyr 

Met 

Leu 

Ser 

Cys 




180 





185 





190 



Ser 

Pro 

Ala 

Pro 

Leu 

Leu 

Ser 

Pro 

Ser 

Leu 

Ser 

His 

Arg 

Glu 

Arg 

Asp 



195 





200 





205 




Gin 

Met 

Glu 

Ser 

Thr 

Leu 

Asn 

Tyr 

Glu 

Asp 

His 

Cys 

Phe 

Ser 

Gly 

His 


210 





215 





220 





Ala 

Thr 

Met 

His 

Ala 

Glu 

Asn 

Leu 

Trp 

Pro 

Gly 

Arg 

Leu 

Ser 

Ser 

Val 

225 





230 





235 





240 

Gin 

Gin 

lie 

Leu 

Gin 

Leu 

Ser 

Asp 

Leu 

Trp 

Arg 

Leu 

Thr 

Leu 

Gin 

Lys 





245 





250 





255 


Arg Gly 

Cys 

Lys 

Gly 

Leu 

Val 

Lys 

Val 

Gly 

Ala 

Pro 

Gly 

lie 

Leu 

Gin 




260 





265 





270 



Gly Met 

Val 

Leu 

Ser 

Phe 

Gly 

Gly 

Leu 

Gin 

Phe 

Thr 

Glu 

Asn 

His 

Leu 



275 





280 





285 




Gin 

Phe 

Gin 

Ala 

Asp 

Pro 

Asp 

Val 

Leu 

His 

Asn 

Ser 

Tyr 

Ala 

Leu 

His 


290 





295 





300 





Gly 

He 

Arg 

Tyr 

Lys 

Asn 

Asp 

His 

lie 

Asn 

Leu 

Ala 

Val 

Leu 

Arg 

Met 

305 





310 





315 





320 

Pro 

Arg 

Ala 

Ser 

Pro 

Thr 

Tyr 

Thr 

Cys 

Pro 

Trp 

Ser 

Pro 

Val 

Ala 

Ser 





325 





330 





335 


Leu 

Ser 

Xaa 

lie 

Tyr 

Ala 

Cys 

Lys 

Ala 

Gly 

Cys 

Leu 

Asp 

Glu 

Pro 

Val 




340 





345 





350 



Glu 

Leu 

Thr 

Ser 

Ala 

Pro 

Thr 

Gly 

His 

Thr 

Phe 

Ser 

Val 

Met 

Val 

Thr 



355 





360 





365 




Gin 

Pro 

lie 

Thr 

Pro 

Leu 

Leu 

Tyr 

lie 

Ser 

Thr 

Asp 

Leu 

Thr 

His 

Leu 


370 





375 





380 





Gin Asp 

Leu 

Arg 

His 

Thr 

Leu 

His 

Leu 

Lys 

Ala 

lie 

Leu 

Ala 

His 

Asp 
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385 

Glu 

His 

Met 

Ala 

Gin 

390 

Gin 

Asp 

Pro Gly 

Leu 

395 

Pro 

Phe 

Leu 

Phe 

Trp 

400 

Phe 

Ser 

Val 

Ala 

Ser 

405 

Leu 

He 

Thr 

Leu 

Phe 

410 

His 

Leu 

Phe 

Leu 

Phe 

415 

Lys 

Leu 

lie 

Tyr 

Asn 

420 

Glu 

Tyr 

Cys 

Gly 

Pro 

425 

Gly Ala 

Lys 

Pro 

Leu 

430 

Phe 

Arg 

Ser 

Lys 

Glu 

450 

435 

Asp 

Pro 

Ser 

Val 


440 





445 





<210> 5585 
<211> 740 
<212 > DNA 

<213 > Homo sapiens 
<400 > 5585 

tttttttttt gctttttttt ttttttttta ctttgaacat tagcattaag ttggttaccg 
60 

tacacatcca aaggcccagc atctcagaaa aatcattagg cggcacacct gtaccagagt 
12 0 

ctcacaagaa taaaatatac aatgctacat tgagtggtta aaaatacaca aaaaagtagt 
180 

tttaacaatc tataaatttt ttatacttaa aatcatgatt gagttgaaat aaaaaagtgc 
240 

atttcaattg ctaaaaaaat aatatcggta tagttaacac aagggggaaa tcagtacatt 
300 

gagggatctg acaggatgct ggaaaaaatg actcagggaa gccgggcagc atgggctcct 
360 

ttggagattc aggagcggag ctcagttcca cctcactgca gttccctggg gccaagcagc 
420 

cctcctctcc ccagtatctt tcccatctta agagatcctg tcctacctac ctgtcacctc 
480 

cccaacccaa agactcctct aaacttcttt gcagcatgac agctgcctgc cctacactga 
540 

gtctacttga ccttcaattg cgtctccgca gagaggtagg agagggacac tgccccattc 
600 

tggacttgac ataagtaccc cagccacatg gccttcatcc ttatgaccta gcaggcagaa 
660 

cagggaccaa gcagcttcta ttttgtcaaa ctcctttgga caaatattca acattcaaca 
720 

acaagctttg taaacctaac 
740 

<210 > 5586 
<211> 87 
<212 > PRT 

<213 > Homo sapiens 
<400> 5586 

Met Gly Ser Phe Gly Asp Ser Gly Ala Glu Leu Ser Ser Thr Ser Leu 
15 10 15 

Gin Phe Pro Gly Ala Lys Gin Pro Ser Ser Pro Gin Tyr Leu Ser His 
20 25 30 

Leu Lys Arg Ser Cys Pro Thr Tyr Leu Ser Pro Pro Gin Pro Lys Asp 
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35 40 45 

Ser Ser Lys Leu Leu Cys Ser Met Thr Ala Ala Cys Pro Thr Leu Ser 
50 55 60 

Leu Leu Asp Leu Gin Leu Arg Leu Arg Arg Glu Val Gly Glu Gly His 
65 70 75 80 

Cys Pro lie Leu Asp Leu Thr 
85 

<210> 5587 
<211> 853 
<212> DNA 

<213> Homo sapiens 
<400> 5587 

ttttttagag attagtattt ccttgttcac aagacaccta attgacttgc aacaagacaa 
60 

aatattcagt gcatctggtt . ggggccaaca tggatgatga cgtgtttctc ataagccctt 
120 

ttcattgttt tctcaatttg cttcagaaaa acttgcggga ttcgtccaca taaagtgtgc 
180 

acagtctcca aaaacttcag ctgaaggggg taatacatgg attgaaagag attgtcttga 
240 

aagggaaaat cccgtattgc ttcatagagt gctctgaacg ttggttgctt atcgtcatgg 
300 

tagacgcctc ggtttccatg cagaacagac acaccttcat gctcagcctc tctgcagttg 
360 

cttccgtaca tgcagtgatc gggacggtag ttccactggc aggggaatac atagagacac 
420 

tctgggttga aataaaaaat aatatttaat aaatcctggt ctccccacgt gatggcattc 
480 

ttgtacttct ggtacagagg gtacaacatg tcctcccaag ccaggcctgt tggaatcatg 
540 

ctgttcttga actgggtact tcttatccga gttaaattca ttaacatgac tcctgaatta 
600 

actcctgcag agccatagaa aggatgccta gcaaagcggc tgtaccagcc aatcttgggg 
660 

atttcgtgct caggggccat ggctgcaagc tgggtggaat taaacagcct cagaagcttc 
720 

cagatgtcat caacaggtct cagaaagagg acatcggtgt ccacgtagag aagtgagtcc 
780 

acatccttta aaatcaccgg aagaaagagt ctctgggcag cacagggttt gaacaatttc 
840 

ttccactcct gag 
853 

<210> 5588 
<211> 204 
<212> PRT 

<213> Homo sapiens 
<400> 5588 

Met Ala Pro Glu His Glu lie Pro Lys lie Gly Trp Tyr Ser Arg Phe 
15 10 15 

Ala Arg His Pro Phe . Tyr Gly Ser Ala Gly Val Asn Ser Gly Val Met 
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20 25 30 

Leu Met Asn Leu Thr Arg lie Arg Ser Thr Gin Phe Lys Asn Ser Met 

35 40 45 

He Pro Thr Gly Leu Ala Trp Glu Asp Met Leu Tyr Pro Leu Tyr Gin 

50 55 60 

Lys Tyr Lys Asn Ala lie Thr Trp Gly Asp Gin Asp Leu Leu Asn lie 

65 70 75 80 

lie Phe Tyr Phe Asn Pro Glu Cys Leu Tyr Val Phe Pro Cys Gin Trp 

85 90 95 

Asn Tyr Arg Pro Asp His Cys Met Tyr Gly Ser Asn Cys Arg Glu Ala 

100 105 110 

Glu His Glu Gly Val Ser Val Leu His Gly Asn Arg Gly Val Tyr His 

115 120 125 

Asp Asp Lys Gin Pro Thr Phe Arg Ala Leu Tyr Glu Ala lie Arg Asp 

130 135 140 

Phe Pro Phe Gin Asp Asn Leu Phe Gin Ser Met Tyr Tyr Pro Leu Gin 

145 150 155 160 

Leu Lys Phe Leu Glu Thr Val His Thr Leu Cys Gly Arg lie Pro Gin 

165 170 175 

Val Phe Leu Lys Gin lie Glu Lys Thr Met Lys Arg Ala Tyr Glu Lys 

180 185 190 

His Val lie lie His Val Gly Pro Asn. Gin Met His 

195 200 

<210> 5589 
<211> 1327 
<212> DNA 

<213> Homo sapiens 
<4 00> 5589 

nncccccttc cccctcccac agctgcctcc atttccttaa ggaagggttt ttttctctct 
60 

ccctccccca caccgtagcg gcgcgcgagc gggccgggcg ggcggccgag ttttccaaga 
120 

gataacttca ccaagatgtc cagtgatagg caaaggtccg atgatgagag ccccagcacc 
180 

agcagtggca gttcagatgc ggaccagcga gacccagccg ctccagagcc tgaagaacaa 
240 

gaggaaagaa aaccttctgc cacccagcag aagaaaaaca ccaaactctc tagcaaaacc 
300 

actgctaagt tatccactag tgctaaaaga attcagaagg agctagctga aataaccctt 
360 

gatcctcctc ctaattgcag tgctgggcct aaaggagata acatttatga atggagatca 
420 

actatacttg gtccaccggg ttctgtatat gaaggtggtg tgttttttct ggatatcaca 
480 

. ttttcatcag attatccatt taagccacca aaggttactt tccgcaccag aatctatcac 
540 

tgcaacatca acagtcaggg agtcatctgt ctggacatcc ttaaagacaa ctggagtccc 
600 

gctttgacta tttcaaaggt tttgctgtct atttgttccc ttttgacaga ctgcaaccct 
660 

gcggatcctc tggttggaag catagccact cagtatttga ccaacagagc agaacacgac 
720 
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aggatagcca gacagtggac 
780 

gtgaaggagc agaaggcatc 
840 

gacttctgtg tatatgttat 
900 

ctccccaaaa aggtaaatgc 
960 

taaaacgcct acttgcaagt 
1020 

taaggatact ggtcctgaag 
1080 

ctgtatgaag ttataaaagt 
1140 

cagatctatt tctgagtatg 
1200 

tgtcagtttg taatgagagg 
1260 

atcatctcaa acacaataaa 

1320 

aaaaaaa 

1327 

<210> 5590 
<211> 207 
<212> PRT 

<213 > Homo sapiens 
<4 00> 5590 


Met 

1 

Ser 

Ser 

Asp 

Arg 

5 

Gin 

Ser Gly 

Ser 

Ser 

20 

Asp 

Ala 

Glu 

Glu 

Gin 

35 

Glu 

Glu 

Arg 

Thr 

Lys 

50 

Leu 

Ser 

Ser 

Lys 

Arg 

65 

lie 

Gin 

Lys 

Glu 

Leu 

70 

Cys 

Ser 

Ala 

Gly 

Pro 

85 

Lys 

He 

Leu 

Gly 

Pro 

100 

Pro 

Gly 

Asp 

lie 

Thr 

115 

Phe 

Sei- 

Ser 

Phe Arg 
130 

Thr 

Arg 

Ile 

Tyr 

Cys 

145 

Leu 

Asp 

He 

Leu 

Lys 

150 

Lys 

Val 

Leu 

Leu 

Ser 

165 

lie 

Asp 

Pro 

Leu 

Val 

180 

Gly 

Ser 

Glu 

His 

Asp 

Arg 

lie 

Ala 


caagagatac gcaacataat 
ttctcactgt gctgcaaatc 
actgattcta ctctgctttt 
tatcaagagt agaactttgt 
cttgcttctt tgggatatca 
tctaccaaat attatagtgc 
agctgtagat ggctaggaat 
tggttcatgc tgttgtgaaa 
atttcctttt accctttgta 
catgctcctg aaaaaaaaaa 


Arg 

Ser 

Asp 

Asp 

Glu 

Asp 

Gin 

Arg 

10 

Asp 

Pro 

Lys 

Pro 

25 

Ser 

Ala 

Thr 

Thr 

40 

Thr 

Ala 

Lys 

Leu 

55 

Ala 

Glu 

lie 

Thr 

Leu 

Gly 

Asp 

Asn 

lie 

75 

Tyr 

Ser 

Val 

Tyr 

90 

Glu 

Gly 

Asp 

Tyr 

105 

Pro 

Phe 

Lys 

His 

120 

Cys 

Asn 

lie 

Asn 

135 

Asp 

Asn 

Trp 

Ser 

Pro 

Cys 

Ser 

Leu 

Leu 

155 

Thr 

lie 

Ala 

Thr 

170 

Gin 

Tyr 

Arg 

Gin 

185 

Trp 

Thr 

Lys 


tcacataatt tgtatgcagt 
tttatagcct ttacaatacg 
atcctttgga gcctgggaga 
agctgtagat tagttatgtt 
aaatgtattt tgtgatgtac 
attttagcct aattcattat 
tatgtcattt gtattaaacc 
aatgttttac cttttacctt 
gctcagagag cacctgatgt 
aaaaaaaaaa aaaaaaaaaa 


Ser 

Pro 

Ser 

Thr 

Ser 

Ala 

Ala 

Pro 

15 

Glu 

Pro 

Gin 

Gin 

30 

Lys 

Lys 

Asn 

Ser 

45 

Thr 

Ser 

Ala 

Lys 

60 

Asp 

Pro 

Pro 

Pro 

Asn 

Glu 

Trp 

Arg 

Ser 

80 

Thr 

Gly 

Val 

Phe 

95 

Phe 

Leu 

Pro 

Pro 

110 

Lys 

Val 

Thr 

Ser 

125 

Gin 

Gly 

val 

lie 

140 

Ala 

Leu 

Thr 

lie 

Ser 

Asp 

Cys 

Asn 

Pro 

160 

Ala 

Leu 

Thr 

Asn 

175 

Arg 

Ala 

Arg 

Tyr 

190 

Ala 

Thr 
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195 

<210> 5591 

<211> 2194 

<212 > DNA 

<213 > Homo sapiens 

<4 00 > 5591 

gcggctatgc cgtctggctc 
60 

tgcagaaccc ccacgcgaca 
120 

gacgtagccg ccacattcca 
180 

gtgtcccatt acaggctctt 
240 

cgggagctcc acctgtcatt 
300 

ttcctgcagg ctccgtcagg 
360 

gtggataagt cctggaggga 
420 

aacttcatcg actccaccaa 
480 

gccaatgaca ctgaccacta 
540 

accgaaaacc tcaccccctg 
600 

gtgctgctga aggcagatcg 
660 

cgccctgttt gcagaaatgc 
720 

tcagttgtat ttgatgcctt 
780 

atgttctccc gaaccctcac 
840 

gacatcacca cctacaacca 
900 

cacccacccc cgaccactac 
960 

atctatgact tgcttgacac 
1020 

aagtggaaga gacccccaga 
1080 

tacgtgagtg gctatgggct 
1140 

ccataccggg ccttcccggt 
1200 

gtgcacaccc tcaccatcac 
1260 

cagcctgccc aggaccggct 
1320 

aactcagtca ccaaggtttc 
1380 


200 


tgctcgtcct gttgctcctg 
gctgcgggag gaacttgtca 
gttccgcacg cgttgggatt 
ccctaaagcc ctgggacagc 
cacgcaaggc ttttggagga 
tgcagagctc tgggtctggt 
gctcagtaat gtcctctcag 
cacagtcact cccactgcct 
ctttctgcgc tatgctgtgc 
gaagaagctc ttgccctgta 
cttgttccac accagctacc 
acgctgtact agcatctcct 
catcacgggg cagggaaaga 
ggagccctgc cccctggctt 
gccctgcctt tgtgtccagg 
atatcaggac gtcatcctag 
cgccatgatc aacaactctc 
gaatgaggcc cccccagtgc 
gcagaagggg gagctgagca 
gctgctgctg gacaccgtac 
ctccaagggc aaggagaaca 
gcaaccccac ctcctggaga 
catccagttt gagcgggcgc 


205 


gggcccggcg gctggtgcct 
tcaccccgct gccttccggg 
cggatctgca gcgggaagga 
tgatctccaa gtattctcta 
cccgatactg ggggccaccc 
tccaagacac tgtcactgat 
ggatcttctg cgcctctctc 
ccttcaaacc cctgggtctg 
tgccgcggga ggtggtctgc 
gttccaaggc aggcctctct 
actcccaggc agtgcatatc 
gggagctgag gcagaccctg 
aagactggtc cctcttccgg 
cagagagccg agtctatgtg 
acaacgagac attagaggtg 
gcactcggaa gacctatgcc 
gaaacctcaa catccagctc 
ccttcctgca tgcccagcgg 
cactgctgta caacacccac 
cctggtatct gcggctgtat 
aaccaagtta catccactac 
tgctgattca gctgccggcc 
tgctgaagtg gaccgagtac 
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acaccagatc 

1440 

ctaaccatgg 

cttctatgtc 

agcccatctg 

tcctcagcgc 

ccttgtgccc 

agcatggtag 

1500 

cagccaagcc 

agtggactgg gaagagagtc 

ccctcttcaa 

cagcctgttc 

ccagtctctg 

1560 

atggctctaa 

ctactttgtg 

cggctctaca 

cggagccgct 

gctggtgaac 

ctgccgacac 

1620 

cggacttcag 

catgccctac 

aacgtgatct 

gcctcacgtg 

cactgtggtg 

gccgtgtgct 

1680 

acggctcctt 

ctacaatctc 

ctcacccgaa 

ccttccacat 

cgaggagccc 

cgcacaggtg 

1740 

gcctggccaa 

gcggctggcc 

aaccttatcc 

ggcgcgcccg 

aggtgtcccc 

ccactctgat 

1800 

tcttgccctt 

tccagcagct 

gcagctgccg 

tttctctctg 

gggaggggag 

cccaagggct 

1860 

gtttctgcca 

cttgctctcc 

tcagagttgg 

cttttgaacc 

aaagtgccct 

ggaccaggtc 

1920 

agggcctaca 

gctgtgttgt 

ccagtacagg 

agccacgagc 

caaatgtggc 

atttgaattt 

1980 

gaattaactt 

agaaattcat 

ttcctcacct 

gtagtggcca 

cctctatatt 

gaggtgctca 

2040 

ataagcaaaa 

gtggtcggtg 

gctgctgtat 

tggacagcac 

agaaaaagat 

ttccatcacc 

2100 

acagaaaggt 

cggctggcag 

cactggccaa 

ggtgatgggg 

tgtgctacac 

agtgtatgtc 

2160 

cgtgaaaaaa 

actgtgtagt 

aaaaaaaaaa 

ggatggagtt 

aaaaaaaaaa 

tactgtttgt 

aaaa 

ggaataaaaa 

cggctgtttc 


2194 


<210> 5592 
<211> 580 
<212> PRT 

<2 13 > Homo sapiens 


<400> 5592 


Met 

Pro 

Ser 

Gly 

Ser 

Ala 

Arg 

Pro 

Val 

Ala 

Pro 

Gly 

Ala 

Arg 

Arg 

Leu 

1 




5 





10 





15 


Val 

Pro 

Cys 

Arg 

Thr 

Pro 

Thr 

Arg 

Gin 

Leu 

Arg 

Glu 

Glu 

Leu 

Val 

lie 




20 





25 





30 



Thr 

Pro 

Leu 

Pro 

Ser 

Gly Asp 

Val 

Ala 

Ala 

Thr 

Phe 

Gin 

Phe 

Arg 

Thr 



35 





40 





45 




Arg Trp 

Asp 

Ser 

Asp 

Leu 

Gin 

Arg 

Glu 

Gly 

Val 

Ser 

His 

Tyr 

Arg 

Leu 


50 





55 





60 





Phe 

Pro 

Lys 

Ala 

Leu 

Gly Gin 

Leu 

lie 

Ser 

Lys 

Tyr 

Ser 

Leu 

Arg 

Glu 

65 





70 





75 





80 

Leu 

His 

Leu 

Ser 

Phe 

Thr 

Gin 

Gly 

Phe 

Trp 

Arg 

Thr 

Arg 

Tyr 

Trp 

Gly 





85 





90 





9 5 Pro Phe Leu 

Gin 

Ala 

Pro 

Ser 

Gly 

Ala 

Glu 

Leu 

Trp 

Val 

Trp 

Phe 








100 





105 





110 



Gin Asp 

Thr 

Val 

Thr 

Asp 

Val 

Asp 

Lys 

Ser 

Trp 

Arg 

Glu 

Leu 

Ser 

Asn 



115 





120 





125 




Val 

Leu 

Ser 

Gly 

He 

Phe 

Cys 

Ala 

Ser 

Leu 

Asn 

Phe 

lie 

Asp 

Ser 

Thr 


130 





135 





140 





Asn 

Thr 

Val 

Thr 

Pro 

Thr 

Ala 

Ser 

Phe 

Lys 

Pro 

Leu 

Gly 

Leu 

Ala 

Asn 
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145 





150 





155 





160 

Asp 

Thr 

Asp 

His 

Tyr 

Phe 

Leu 

Arg 

Tyr 

Ala 

Val 

Leu 

Pro 

Arg 

Glu 

Val 





165 





170 





175 


Val 

Cys 

Thr 

Glu 

Asn 

Leu 

Thr 

Pro 

Trp 

Lys 

Lys 

Leu 

Leu 

Pro Cys 

Ser 




180 





185 





190 



Ser 

Lys 

Ala 

Gly 

Leu 

Ser 

Val 

Leu 

Leu 

Lys 

Ala 

Asp 

Arg 

Leu 

Phe 

His 



195 





200 





205 




Thr 

Ser 

Tyr 

His 

Ser 

Gin 

Ala 

Val 

His 

lie 

Arg 

Pro 

Val 

Cys Arg Asn 


210 





215 





220 





Ala Arg 

Cys 

Thr 

Ser 

lie 

Ser 

Trp 

Glu 

Leu 

Arg 

Gin 

Thr 

Leu 

Ser 

Val 

225 





230 





235 





240 

Val 

Phe 

Asp 

Ala 

Phe 

lie 

Thr 

Gly 

Gin 

Gly 

Lys 

Lys 

Asp 

Trp 

Ser 

Leu 





245 





250 





255 


Phe 

Arg 

Met 

Phe 

Ser 

Arg 

Thr 

Leu 

Thr 

Glu 

Pro 

Cys 

Pro 

Leu 

Ala 

Ser 




260 





265 





270 



Glu 

Ser Arg 

Val 

Tyr 

Val 

Asp 

lie 

Thr 

Thr 

Tyr 

Asn 

Gin 

Pro Cys 

Leu 



275 





280 





285 




Cys 

Val 

Gin 

Asp 

Asn 

Glu 

Thr 

Leu 

Glu 

Val 

His 

Pro 

Pro 

Pro 

Thr 

Thr 


290 





295 





300 





Thr 

Tyr 

Gin 

Asp 

Val 

lie 

Leu 

Gly 

Thr 

Arg 

Lys 

Thr 

Tyr 

Ala 

lie 

Tyr 

305 





310 





315 





320 

Asp 

Leu 

Leu 

Asp 

Thr 

Ala 

Met 

lie 

Asn 

Asn 

Ser 

Arg 

Asn 

Leu 

Asn 

lie 





325 





330 





335 


Gin 

Leu 

Lys 

Trp 

Lys 

Arg 

Pro 

Pro 

Glu 

Asn 

Glu 

Ala 

Pro 

Pro 

Val 

Pro 




340 





345 





350 



Phe 

Leu 

His 

Ala 

Gin 

Arg 

Tyr 

Val 

Ser Gly 

Tyr 

Gly 

Leu 

Gin Lys Gly 



355 





360 





365 




Glu 

Leu 

Ser 

Thr 

Leu 

Leu 

Tyr 

Asn 

Thr 

His 

Pro 

Tyr 

Arg 

Ala 

Phe 

Pro 


370 





375 





380 





Val 

Leu 

Leu 

Leu 

Asp 

Thr 

Val 

Pro 

Trp Tyr 

Leu 

Arg 

Leu 

Tyr 

Val 

His 

385 





390 





395 





400 

Thr 

Leu 

Thr 

lie 

Thr 

Ser 

Lys 

Gly 

Lys 

Glu 

Asn 

Lys 

Pro 

Ser 

Tyr 

lie 





405 





410 





415 


His 

Tyr 

Gin 

Pro 

Ala 

Gin 

Asp 

Arg 

Leu 

Gin 

Pro 

His 

Leu 

Leu 

Glu 

Met 




420 





425 





430 



Leu 

lie 

Gin 

Leu 

Pro 

Ala 

Asn 

Ser 

Val 

Thr 

Lys 

Val 

Ser 

lie 

Gin 

Phe 



435 





440 





445 




Glu Arg 

Ala 

Leu 

Leu 

Lys 

Trp 

Thr 

Glu Tyr 

Thr 

Pro 

Asp 

Pro 

Asn 

His 


450 





455 





460 





Gly Phe 

Tyr 

Val 

Ser 

Pro 

Ser 

Val 

Leu 

Ser 

Ala 

Leu 

Val 

Pro 

Ser 

Met 

465 





470 





475 





480 

Val 

Ala 

Ala 

Lys 

Pro 

Val 

Asp 

Trp 

Glu 

Glu 

Ser 

Pro 

Leu 

Phe 

Asn 

Ser 





485 





490 





495 


Leu 

Phe 

Pro 

Val 

Ser 

Asp 

Gly 

Ser 

Asn Tyr 

Phe 

Val 

Arg 

Leu 

Tyr Thr 




500 





505 





510 



Glu 

Pro 

Leu 

Leu 

val 

Asn 

Leu 

Pro 

Thr 

Pro 

Asp 

Phe 

Ser 

Met 

Pro 

Tyr 



515 





520 





525 




Asn 

Val 

He 

Cys 

Leu 

Thr 

Cys 

Thr 

Val 

Val 

Ala 

Val 

Cys 

Tyr Gly Ser 


530 





535 





540 





Phe 

Tyr 

Asn 

Leu 

Leu 

Thr 

Arg 

Thr 

Phe 

His 

lie 

Glu 

Glu 

Pro Arg 

Thr 

545 





550 





555 





560 

Gly Gly 

Leu 

Ala 

Lys 

Arg 

Leu 

Ala 

Asn 

Leu 

lie 

Arg 

Arg 

Ala Arg Gly 





565 





570 





575 


Val 

Pro 

Pro 

Leu 
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580 


<210> 5593 

<211> 3078 

<2X2> DNA 

<213> Homo sapiens 

<400> 5593 

nggacactgc agccggagtc cgggaggggc 
60 

cgacatgaag gtgtcagctg tgatgcatgt 
120 

aagtgtttaa tttgctacga ttacgatctt 
180 

acaacaaggc atacaactga ccacccaatg 
240 

ttatactatg gtggggaagc tttctctgta 
300 

tgtggaaaaa tgggctatac ggagacatct 
360 

gaaacatcaa cagaagtgat ttgtccaata 
420 

catgtcacgg atgactttgc agctcatctt 
480 

gatgaatcga gtggtgttcg acatgtacgt 
540 

ggtcctcgtg ctcgtagatc aaacatgcac 
600 

tcttctcaga gttcatattc tccaagcaat 
660 

ttatctcagt tatcaggagt gagacgttct 
720 

tccgcttctc agttacaaca actgcagatg 
780 

gcagcacggc aacaactgga gaccgcacgc 
840 

gtcaccacta caatcacaca atccacagca 
900 

cagcagactc tacagaattc ccagtttctt 
960 

gaaacggagc gccagtccat ggaaagcgag 
1020 

ctccttctgt ccactttagt gcgtgaagag 
1080 

gagatggcag attttggtgc tatgggctgt 
1140 

gaaaacctaa atttaaaaga gagtaataaa 
1200 

tgacatccca attcgcagac aatgtcctct 
1260 

aactatcttg ggtttgtttg gtgattgtaa 
1320 

tacattcaaa aggaagagag aaaatatata 
1380 


cgcgccgcca ccgtctgaac taggatgtcc 
ttaaaaggaa attttcgagg tcgcagatat 
tgtgcatctt gttatgaaag tggtgcaaca 
cagtgcatat taacaagggt agattttgat 
gagcagccac agtcttttac ttgtccctat 
cttcaagaac atgttacttc tgaacatgca 
tgtgcagcgt tacctggagg cgatcctaat 
acacttgaac acagagcccc tagagattta 
agaatgtttc accctggccg gggattagga 
tttactagca gttctactgg tggactttct 
agggaagcca tggatcctat agctgagctt 
gcaggaggac agcttaattc ctctggccct 
cagctgcagc tagaacggca gcatgcccag 
aacgcaaccc ggcgtactaa cacaagcagt 
acaaccaaca tagctaatac agaaagcagt 
ttaacaaggt tgaatgatcc taaaatgtct 
cgtgcagacc gcagcctgtt tgtccaagag 
agctcatcct cagatgagga tgatcggggg 
gtagatatta tgcctttaga tgttgcttta 
ggaaatgagc ctccaccacc tcctctttga 
gtgctgtatt tgccaatgaa agtggacaac 
tttcaggtct gtcactcttg ttacattgtg 
tgataatcat ttccacttaa ctaattttta 
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cttctagcag gtaaatgtag gtagcagtgc aggggtgatc tctgcttcct gtaccttgac 
1440 

atgcaaaagg ctctcctaat actccacatt caaactgaag aggaaaattg aaatctctaa 
1500 

tgaagctgct gtgtgtattt atgaatatta atgaataaaa actgcttgga tggtttacct 
1560 

taactactgc atgaggtttt ttgcagcgtg catgagtttt agtgaccttg ttatttaaga 
1620 

agttaaatac aaggagtaaa acttaaaaaa aaaatacaaa gcccaaagct ttcccaaaca 
1680 

ttattcaatg gttacacgac gaagtagctt ttgaataatg tctgcctgaa tcacctttct 
1740 

ttgtgtgcct cctacgcaca aagccagctc tgcagtggaa tctggggatt atagccgggt 
1800 

gtggcactcc gccctgtgtg actgtcctgt cgccctgtta gtcatcttgc ctgtgtggag 
1860 

ctcagcctgt ctctttaact catctgtaga agacacacca gtaaagctac tgttggaatc 
1920 

tgctgcaggg gcctttgtgt gccctaaaaa caaatcctgt tcatgtttgt ttaaagtttt 
1980 

tactttttgt ggttgtttaa aattttttca attgttaaat atgttttatt caggtgtaga 
2040 

tgaatttcat ttattgactg ttcaacagag ttaacctgaa ttatgttgtc tttgttttta 
2100 

aaaatctcac attctcaatc atattttgca ttatttatgt atttgctttg tagtttgctg 
2160 

agacagatca gtatcagggg agctttgagg atttgccttc ccagatttgt cagtatatta 
2220 

caaccaaatt cttaatgcta attttagcac cttttattta ttgggttttt tctggcataa 
2280 

aaagtaaagc cttttaattg aatcatgcca cctatatgcc tatattatta atcctatgtg 
2340 

taaaaaaaat gtacagcttt ttttgggttt gttttggggt ttggaagggc cgggttattt 
2400 

tttttttcct gtttcagttt ttgtgcatag actttcacaa tagctccaag gcagggacag 
2460 

cgggtttggg ggttgggagg gcagtttttg gaatgtaaat ttaggacttt taaaaaggtg 
2520 

cgcacagctt ctgataaatt tataactaga cttaacctaa tcatgtctcg ttccagttct 
2580 

cttttctctg agcccttttc aaagtctcct ctctttctcc tgtcatcctt ttcctttcct 
2640 

gtccgtgtat ctccgtttct tcaacatgac aagcatacag acttgaacac ccctccggtg 
2700 

ttcttccgag aactgtgaag tccatgttca tccaaatgta accaaaaaag aagtcaccct 
2760 

acatgtctga aaaactgttg cttctcctct gaaacttcaa actccaacga tttccaaata 
2820 

caatagcttt gttttcttta gttctgtaat ggataatgtt taaaggaaaa ctttacacca 
2880 

ggcttctggt tacactagaa gtcaagccca ttagggattt tcattttttt tcatttggtt 
2940 

gttgagaagt ttcaaaaatc agttttcaag ctgtggtctt tcaaacacat ctgcacataa 
3000 
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gtcacacatt tcaataaagc attttcaaga ctgttgaaaa aaaaaaaaaa aaaaaaaaaa 
3060 

aaaaaaaaaa aaaaaaaa 
3078 

<210> 5594 
<211> 296 
<212> PRT 

<213> Homo sapiens 


<4 00> 5594 


Met Gly 

Tyr 

Thr 

Glu 

Thr 

Ser 

Leu 

Gin 

Glu 

His 

Val 

Thr 

Ser 

Glu 

His 

1 




5 





10 





15 


Ala 

Glu 

Thr 

Ser 

Thr 

Glu 

Val 

lie 

Cys 

Pro 

lie 

Cys 

Ala 

Ala 

Leu 

Pro 




20 





25 





30 



Gly Gly 

Asp 

Pro 

Asn 

His 

Val 

Thr 

Asp 

Asp 

Phe 

Ala 

Ala 

His 

Leu 

Thr 



35 





40 





45 




Leu 

Glu 

His 

Arg 

Ala 

Pro 

Arg 

Asp 

Leu 

Asp 

Glu 

Ser 

Ser 

Gly 

Val 

Arg 


50 





55 





60 





His 

Val 

Arg 

Arg 

Met 

Phe 

His 

Pro 

Gly 

Arg 

Gly Leu 

Gly 

Gly 

Pro 

Arg 

65 





70 





75 





80 

Ala 

Arg 

Arg 

Ser 

Asn 

Met 

His 

Phe 

Thr 

Ser 

Ser 

Ser 

Thr 

Gly 

Gly 

Leu 





85 





90 





95 


Ser 

Ser 

Ser 

Gin 

Ser 

Ser 

Tyr 

Ser 

Pro 

Ser 

Asn 

Arg 

Glu 

Ala 

Met 

Asp 




100 





105 





110 



Pro 

He 

Ala 

Glu 

Leu 

Leu 

Ser 

Gin 

Leu 

Ser 

Gly Val 

Arg 

Arg 

Ser 

Ala 



115 





120 





125 




Gly Gly 

Gin 

Leu 

Asn 

Ser 

Ser 

Gly 

Pro 

Ser 

Ala 

Ser 

Gin 

Leu 

Gin 

Gin 


130 





135 





140 





Leu 

Gin 

Met 

Gin 

Leu 

Gin 

Leu 

Glu 

Arg 

Gin 

His 

Ala 

Gin 

Ala 

Ala 

Arg 

145 





150 





155 





160 

Gin 

Gin 

Leu 

Glu 

Thr 

Ala 

Arg 

Asn 

Ala 

Thr 

Arg 

Arg 

Thr 

Asn 

Thr 

Ser 





165 





170 





175 


Ser 

Val 

Thr 

Thr 

Thr 

lie 

Thr 

Gin 

Ser 

Thr 

Ala 

Thr 

Thr 

Asn 

lie 

Ala 




180 





185 





190 



Asn 

Thr 

Glu 

Ser 

Ser 

Gin 

Gin 

Thr 

Leu 

Gin 

Asn 

Ser 

Gin 

Phe 

Leu 

Leu 



195 





200 





205 




Thr 

Arg 

Leu 

Asn 

Asp 

Pro 

Lys 

Met 

Ser 

Glu 

Thr 

Glu 

Arg 

Gin 

Ser 

Met 


210 





215 





220 





Glu 

Ser 

Glu 

Arg Ala 

Asp Arg 

Ser 

Leu 

Phe 

Val 

Gin 

Glu 

Leu 

Leu 

Leu 

225 





230 





235 





240 

Ser 

Thr 

Leu 

Val Arg 

Glu 

Glu 

Ser 

Ser 

Ser 

Ser 

Asp 

Glu 

Asp 

Asp 

Arg 





245 





250 





255 


Gly Glu 

Met 

Ala 

Asp 

Phe 

Gly 

Ala 

Met 

Gly 

Cys 

Val 

Asp 

lie 

Met 

Pro 




260 





265 





270 



Leu 

Asp 

Val 

Ala 

Leu 

Glu 

Asn 

Leu 

Asn 

Leu 

Lys 

Glu 

Ser 

Asn 

Lys 

Gly 



275 





280 





285 




Asn 

Glu 

Pro 

Pro 

Pro 

Pro 

Pro 

Leu 










290 295 


<210> 5595 
<211> 1515 
<212 > DNA 

<213 > Homo sapiens 
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< 400 > 5595 

ntgatccctg gctcagacag 
60 

gcctccggga aaggagggag 
120 

gagctgcttg cgctcatcat 
180 

gcccccacgc ctgcccagct 
240 

tggaccccag gggagagctg 
300 

ccgctctcag gaaccccggc 
360 

ctcactggag gtggacagga 
420 

agggatgtga tgttggagga 
480 

ctgcggcaga tgagggtgga 
540 

agctcaatgg atcacttcca 
600 

ggtcagggat tctcatacag 
660 

ggctctgccg gacagtatgg 
720 

gggggtacag gtggtcccgc 
780 

gttggtgaga caggatcagg 
840 

aagacctata tttccccatg 
900 

cttggcattg acctgctggc 
960 

aacaggacgg caatgcccta 
1020 

atgcccaagt ttgacctggg 
1080 

ctctccaaca ggccttcttt 
1140 

gtagactaca acgtggatat 
1200 

gtttcctcct ctgatttgca 
1260 

gagcagatag cccccattgt 
1320 

atctaccttt ccatccttta 
1380 

gagctcccct tctacttgct 
1440 

cagtaacagt caataaactt 
1500 

agatgaaagc cgagg 
1515 


ttcagtggga gaatccaaag 
ggatcttggt tccagggtct 
ctctattaat aaccaacttc 
cgtgttctcc ggtcacagca 
accactgccc gagcagccgg 
ccctaataag aagaggaaat 
gagctcaggc ttgaacctgg 
actgtcgctg cttaccaacc 
gaagtttatt tatgagaacc 
gaagttcctt ccaacagtgg 
caagagcaac ggcagaggcg 
ctctgatcag cagcaccatc 
gggccaggct ggcagaggag 
agaccaggca ggcggagaag 
ggagcgagcc atgggggttg 
ctatggggcc aaagctgaac 
tggtggatat gagaaggcct 
gcccttgctg agtgaacccc 
caatcgaacc cctattccct 
tggcatcccc ttggatggag 
tcatttcccc tctctggctc 
taatccagta tccttatggg 
ctccaagtcc ccactccacg 
ccatatggaa cctgctcgtt 
caaggaaaat gaactcattc 


gccttttccc tccttcctga 
cagtaccccc tgtgccattt 
cctcccccac tgccagtgct 
gctcagtcct ccaaagctgc 
ctgaatccac ctccacaatg 
ccagcaagct gatcatggaa 
gcaaaaagat cagtgtccca 
ggggctccaa gatgttcaaa 
accctgatgt tttctctgac 
ggggacagct gggcacagct 
gcagccaggc agggggcagt 
tgggctctgg gtctggagct 
gagctgctgg cacagcaggg 
gaaaacatat cactgtgttc 
acccccagca aaaaatggaa 
ttcccaaata taagtccttc 
ccaaacgcat gaccttccag 
tggtcctcta caaccaaaac 
ggctgagctc tggggagcct 
aaacagagga gctgtgaggt 
caatttggag agggaatgct 
aatggaggga aaaaggagag 
catccttcct caccaactca 
tatggaattt gctctgccac 
ttcctttgat atttgagagc 
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<210> 5596 
<211> 299 
<212> PRT 

<213 > Homo sapiens 


<400> 5596 


Met Pro Leu 

Ser Gly Thr 

Pro Ala Pro 

Asn 

Lys 

Lys 

Arg 

Lys 

Ser 

Ser 

1 

5 



10 





15 


Lys Leu lie 

Met Glu 

Leu 

Thr Gly Gly Gly Gin 

Glu 

Ser 

Ser 

Gly 

Leu 


20 


25 





30 



Asn Leu Gly Lys Lys 

lie 

Ser Val Pro Arg Asp 

Val 

Met 

Leu 

Glu 

Glu 

35 



40 




45 




Leu Ser Leu 

Leu Thr 

Asn 

Arg Gly Ser 

Lys 

Met 

Phe 

Lys 

Leu 

Arg 

Gin 

50 



55 



60 





Met Arg Val 

Glu Lys 

Phe 

lie Tyr Glu 

Asn 

His 

Pro 

Asp 

Val 

Phe 

Ser 

65 


70 



75 





80 

Asp Ser Ser 

Met Asp 

His 

Phe Gin Lys 

Phe 

Leu 

Pro 

Thr 

Val 

Gly 

Gly 


85 



90 





95 


Gin Leu Gly Thr Ala 

Gly Gin Gly Phe 

Ser 

Tyr 

Ser 

Lys 

Ser 

Asn 

Gly 


100 


105 





110 



Arg Gly Gly Ser Gin 

Ala Gly Gly Ser Gly 

Ser 

Ala 

Gly 

Gin 

Tyr 

Gly 

115 



120 




125 




Ser Asp Gin 

Gin His 

His 

Leu Gly Ser Gly 

Ser Gly 

Ala 

Gly 

Gly 

Thr 

130 



135 



140 





Gly Gly Pro Ala Gly 

Gin 

Ala Gly Arg Gly Gly Ala 

Ala 

Gly 

Thr 

Ala 

145 


150 



155 





160 

Gly Val Gly Glu Thr Gly 

Ser Gly Asp 

Gin 

Ala 

Gly 

Gly 

Glu 

Gly 

Lys 


165 



170 





175 


His He Thr 

Val Phe 

Lys 

Thr Tyr lie 

Ser 

Pro 

Trp 

Glu 

Arg 

Ala 

Met 


180 


185 





190 



Gly Val Asp 

Pro Gin 

Gin 

Lys Met Glu 

Leu 

Gly lie 

Asp 

Leu 

Leu 

Ala 

195 



200 




205 




Tyr Gly Ala 

Lys Ala 

Glu 

Leu Pro Lys 

Tyr 

Lys 

Ser 

Phe 

Asn 

Arg 

Thr 

210 



215 



220 





Ala Met Pro 

Tyr Gly Gly Tyr Glu Lys Ala 

Ser 

Lys 

Arg 

Met 

Thr 

Phe 

225 


230 



235 





240 

Gin Met Pro 

Lys Phe 

Asp 

Leu Gly Pro 

Leu 

Leu 

Ser 

Glu 

Pro 

Leu 

Val 


245 



250 





255 


Leu Tyr Asn 

Gin Asn 

Leu 

Ser Asn Arg 

Pro 

Ser 

Phe 

Asn 

Arg 

Thr 

Pro 


260 


265 





270 



lie Pro Trp 

Leu Ser 

Ser 

Gly Glu Pro 

Val 

Asp Tyr 

Asn 

Val 

Asp 

lie 

275 



280 




285 




Gly lie Pro 

Leu Asp 

Gly Glu Thr Glu 

Glu 

Leu 







290 295 


<210> 5597 
<211> 2240 
<212> DNA 

<213> Homo sapiens 
<400> 5597 

ctctaatccc ctttcttgac tcttccaagt caggattctc accaaggaag ctatctgcct 
60 
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tctttgggaa 

120 

ttagcatata 

180 

aggttgggat 

240 

cccagtcttg 

300 

atggcagatt 

360 

ccagtggagg 

420 

cgcgtgtctg 

480 

gacattattt 

540 

gctgaaatcg 

600 

acagctgtag 

660 

ctttctggtc 

720 

cagtctgttc 

780 

ggcaaaaaac 

840 

aagtcttctc 

900 

tcagccaacg 

960 

ccagaagatt 

1020 

aaaaagagga. 

1080 

aagtcaaggg 

1140 

gatgccttcc 

1200 

aaggtgcttc 

1260 

atctgctcct 

1320 

ctctggattt 

1380 

gctggctggg 

1440 

gggacctggt 

1500 

cctgaagaag 

1560 

tcgttgagca 

1620 

caatgctgcc 

1680 


tgttgggctt 

cagtagagtt 

tctaatcata 

attccctttt 

ttgggatctc 

ctctgaaagg 

tggaaaacat 

tgtcaggttt 

cccggatcct 

ataacaatag 

ttgtggaagt 

gagaacacct 

caaactttga 

cttcagtgaa 

atatggagga 

tgaagaagcc 

aggcctgtaa 

aacagatgag 

gctgtgccag 

tgagtgatag 

ccagccaact 

gttcactctg 

gggcacagtg 

ttcagaatgg 

cccttcttct 

ttaacactct 

accctcttgt 


atgaagactt 

tctaatgttg 

ttttatgata 

ggccagcagt 

tgctggccag 

tctggtggat 

caagcagctg 

agtcccagga 

tcggcctggt 

caaagtgaag 

gaaagagctg 

tggtcatgaa 

agtgggttct 

acctgctgtg 

cgacagcatg 

agatccagct 

gaactgcacc 

ctcccaaccc 

ctgcccctac 

caatcttcat 

cctgtccctc 

agatctgttt 

gtgtgtagtg 

gatgggtttc 

gatgttaaaa 

gtgacagagc 

ctttcagagt 


gagataatgg 

tcagcattcc 

tctcacagat 

ttttaggtct 

tttgtggcag 

aagcttcaag 

ttgcaatctg 

agcaccactc 

ggatgtcttt 

acagcatcta 

cagcgggagc 

agtgacaacc 

tctaggcagc 

gaccctgctg 

gatctcattg 

tccctgcggg 

tgtggccttg 

aagtcagctt 

cttgggatgc 

gatgcctagg 

acatcccacc 

gcagagtggg 

ctgctgtgta 

ttcacctcat 

tgctgaccag 

tgcagacccc 

tgttagttta 


ggttcatgta 

ctagtgggcg 

taaattgcac 

gtcagtactg 

tggtctggga 

cgttaaccgg 

cccacaaaga 

tgcacagtgc 

ttctgaagga 

agctgtgttc 

ccctaacccc 

tgctgtttgt 

ttaagctttc 

ctgccaagct 

actcagatga 

ctgcttcttg 

ccgaagaact 

gtggaaactg 

cagccttcaa 

aggttcctga 

atggtggctc 

tgcttagcag 

tcaaaagacc 

gttaagagaa 

aacgctcttg 

tgccttgagt 

ctccattctt 


ttcagactct 

gttacaagtt 

tttgtctctg 

cactgcaaga 

taagtcatcc 

caatgagggc 

atccagcttt 

tgagattttg 

gccagtagag 

agccctgact 

tgaggaagta 

tcagatcaca 

catcaccaag 

gtggaccctc 

gctgctggat 

tggggaaggg 

ggaa'aaagag 

ctacctgggc 

acctggggaa 

catgggaccc 

ctcccacctc 

acagagtgaa 

aaggtattat 

gggagtgtgt 

agcccaggca 

ctcatctcag 

tgtgacacga 
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gtcaagtggc tcacaacctc ctcagggcac cagaggactc actcactggt tgctgtgatg 
1740 

atatccagtg tccctctgcc cccttccatc cccaaccaca tttgactgta gcattgcatc 
1800 

tgtgtcctgt tgtcatttat gttaaccttc aggtattaaa cttgctgcat atcttgacat 
1860 

atcttgagat tctgcatgtc ttgtaaagag aggggatgtg catttgtgtg tgatgttgga 
1920 

tagtcatcca cgctcagttt ggaccattgg aggaacttag tgtcacgcac aaatggggct 
1980 

attcctacgc ttagaatagg gcttgtctgc ccactttaga agagtccagg ttggtgagca 
2040 

tttagaggga agcagggcag aactctgaac gacaatacgt ctctctgagc agagacccct 
2100 

ttgttcttgt tatccaccca tatggacttg gaatcaatct tgccaaatat ttggagagat 
2160 

tgtgtggatt taagagacct ggatttttat attttaccag taaataaaag ttttcattga 
2220 

tatctgtcct tgaaaaaaaa 
2240 

<210> 5598 
<211> 312 
<212> PRT 

<213> Homo sapiens 


<400> 5598 


Met 

Ala 

Asp 

Phe Gly 

lie 

Ser 

Ala 

Gly 

Gin 

Phe 

Val 

Ala 

Val 

Val 

Trp 

1 




5 





10 





15 


Asp 

Lys 

Ser 

Ser 

Pro 

Val 

Glu 

Ala 

Leu 

Lys 

Gly 

Leu 

Val 

Asp 

Lys 

Leu 




20 





25 





30 



Gin 

Ala 

Leu 

Thr Gly 

Asn 

Glu 

Gly 

Arg 

Val 

Ser 

Val 

Glu 

Asn 

lie 

Lys 



35 





40 





45 




Gin 

Leu 

Leu 

Gin 

Ser 

Ala 

His 

Lys 

Glu 

Ser 

Ser 

Phe 

Asp 

lie 

lie 

Leu 


50 





55 





60 





Ser Gly 

Leu 

Val 

Pro 

Gly 

Ser 

Thr 

Thr 

Leu 

His 

Ser 

Ala 

Glu 

lie 

Leu 

65 





70 





75 





80 

Ala 

Glu 

lie 

Ala 

Arg 

lie 

Leu 

Arg 

Pro 

Gly 

Gly 

Cys 

Leu 

Phe 

Leu 

Lys 





85 





90 





95 


Glu 

Pro 

Val 

Glu 

Thr 

Ala 

Val 

Asp 

Asn 

Asn 

Ser 

Lys 

Val 

Lys 

Thr 

Ala 




100 





105 





110 



Ser 

Lys 

Leu 

Cys 

Ser 

Ala 

Leu 

Thr 

Leu 

Ser 

Gly 

Leu 

Val 

Glu 

Val 

Lys 



115 





120 





125 




Glu 

Leu 

Gin 

Arg 

Glu 

Pro 

Leu 

Thr 

Pro 

Glu 

Glu 

Val 

Gin 

Ser 

Val 

Arg 


130 





135 





140 





Glu 

His 

Leu 

Gly His 

Glu 

Ser 

Asp 

Asn 

Leu 

Leu 

Phe 

Val 

Gin 

lie 

Thr 

145 





150 





155 





160 

Gly Lys 

Lys 

Pro 

Asn 

Phe 

Glu 

Val 

Gly 

Ser 

Ser 

Arg 

Gin 

Leu 

Lys 

Leu 





165 





170 





175 


Ser 

He 

Thr 

Lys 

Lys 

Ser 

Ser 

Pro 

Ser 

Val 

Lys 

Pro 

Ala 

Val 

Asp 

Pro 




180 





185 





190 



Ala 

Ala 

Ala 

Lys 

Leu 

Trp 

Thr 

Leu 

Ser 

Ala 

Asn 

Asp 

Met 

Glu 

Asp 

Asp 



195 





200 





205 




Ser 

Met 

Asp 

Leu 

lie 

Asp 

Ser 

Asp 

Glu 

Leu 

Leu 

Asp 

Pro 

Glu 

Asp 

Leu 
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210 





215 





220 





Lys 

Lys 

Pro 

Asp 

Pro 

Ala 

Ser 

Leu 

Arg 

Ala 

Ala 

Ser 

Cys 

Gly 

Glu 

Gly 

225 





230 





235 





240 

Lys 

Lys 

Arg 

Lys 

Ala 

Cys 

Lys 

Asn 

Cys 

Thr 

Cys 

Gly 

Leu 

Ala 

Glu 

Glu 





245 





250 





255 


Leu 

Glu 

Lys 

Glu 

Lys 

Ser 

Arg 

Glu 

Gin 

Met 

Ser 

Ser 

Gin 

Pro 

Lys 

Ser 




260 





265 





270 



Ala 

Cys 

Gly 

Asn 

Cys 

Tyr 

Leu Gly 

Asp Ala 

Phe 

Arg 

Cys 

Ala 

Ser 

Cys 



275 





280 





285 




Pro 

Tyr 

Leu 

Gly 

Met 

Pro 

Ala 

Phe 

Lys 

Pro 

Gly 

Glu 

Lys 

Val 

Leu 

Leu 


290 





295 





300 





Ser Asp 

Ser 

Asn 

Leu 

His 

Asp Ala 










305 310 

<210> 5599 

<211> 4492 

<212> DNA 

<213> Homo sapiens 

<400> 5599 

ttcccggccc- cagccaaggc tgtcgtttac gtgtcggaca ttcaggagct gtacatccgt 
60 

gtggttgaca aggtggagat tgggaagaca gtgaaggcat acgtccgcgt gctggacttg 
120 

cacaagaagc ccttccttgc caaatacttc ccctttatgg acctgaagct ccgagcagcc 
180 

tccccgatca ttacattggt ggcccttgat gaagcccttg acaactacac catcacattc 
240 

ctcatccgcg gtgtggccat cggccagacc agtctaactg caagtgtgac caataaagct 
300 

ggacagagaa tcaactcagc cccacaacag attgaagtct ttcccccgtt caggctgatg 
360 

cccaggaagg tgacactgct tatcggggcc acgatgcagg tcacctccga gggcggcccc 
420 

cagcctcagt ccaacatcct tttctccatc agcaatgaga gcgttgcgct ggtgagcgct 
480 

gctgggctgg tacagggcct cgccatcggg aacggcactg tgtctgggct cgtgcaggca 
540 

gtggatgcag agaccggcaa ggtggtcatc atctctcagg acctcgtgca ggtggaggtg 
600 

ctgctgctaa gggccgtgag gatccgcgcc cccatcatgc ggatgaggac gggcacccag 
660 

atgcccatct atgtcaccgg catcaccaac caccagaacc ctttctcctt tggcaatgcc 
720 

gtgccaggcc tgaccttcca ctggtctgtc accaagcggg acgtcctgga cctccgaggg 
780 

cggcaccacg aggcgtcgat ccgactcccg tcacagtaca actttgccat gaacgtgctc 
840 

ggccgggtaa aaggccggac cgggctgagg gtggtggtca aggctgtgga ccccacatcg 
900 

gggcagctgt atggcctggc cagagaactc tcggatgaga tccaagtcca ggtgtttgag 
960 

aagctgcagc tgctcaaccc tgaaatagaa gcagaacaaa tattaatgtc gcccaactca 
1020 
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tatataaagc tgcagacaaa cagggatggt 
1080 

ggacccgaaa aggttccagt tgtgcatgtt 
1140 

atgatcggga catccaccat cgaagtgatt 
1200 

atcattgttg ctgtaaaggt atcccctgtt 
1260 

ctgcacaccc agaacaagga ggccctggtg 
1320 

actgtccact tccacgacaa ctctggagat 
1380 

tttgccacta acagagacga ctttgtgcag 
1440 

gttgtccgca cagtcagcgt gggcctgaca 
1500 

ggcctctcgg acttcatgcc cctgcctgtc 
1560 

gccatggtgg tgggggacgt gctctgtctg 
1620 

tcaggaacct ggagctcctc ggccaacagc 
1680 

gctgtggccc gggccgtggg atccgtgacg 
1740 

acctacaagg aggtggtggt cagcgtccct 
1800 

atccagacaa gcttccagga ggctacagcc 
1860 

agctctaacc tgagaggcga gtgcaccccc 
1920 

ccagagaccc tcatcagctg ccagtcccag 
1980 

caagatgtgt tcaccgtgga gccacagttt 
2040 

atcacaatgc acaggctgac ggacaagcag 
2100 

ctggtggtca gtgcctccct ctccagcagc 
2160 

gtgcccttca gcccaggtct cttcgccgac 
2220 

accagttccg agatcagggt ctttggtgcc 
2280 

tccgggtccc cggccgtgct ggcattcgca 
2340 

atcacataca cggtcggcgt ctcggacccc 
2400 

accctgacct tctccagccc cgtgaccaac 
2460 

tttgtgatgg atcgccgtgg gcccggtcct 
2520 

gattcctacc aggtcatgtt cttcacgctc 
2580 

atcatagcct accacactgt ctgcacgccc 
2640 


gcagcctctc tgagctaccg cgtcctggat 
gatgagaaag gctttctagc atcagggtct 
gcacaagagc cctttggggc caaccaaacc 
tcctacctga gggtttccat gagccctgtc 
gccgtgcctt tgggaatgac cgtgaccttc 
gtcttccatg ctcacagttc ggtcctcaac 
atcgggaagg gccccaccaa caacacctgt 
ctgctccgtg tgtgggacgc agagcacccg 
ctacaggcca tctccccaga gctgtctggg 
gccactgttc tgaccagcct ggaaggcctc 
atcctccaca tcgaccccaa gacgggtgtg 
gtttactatg aggtcgctgg gcacctgagg 
cagaggatca tggcccgtca cctccacccc 
tccaaagtga ttgttgccgt gggagacaga 
acccagaggg aagtcatcca ggccttgcac 
ttcaagccgg ccgtctttga tttcccatct 
gacactgctc tcggccagta cttctgctca 
cggaagcacc tgagcatgaa gaagacagct 
cacttctcca cagagcaggt gggggccgag 
caggctgaaa tccttttgag caaccactac 
ccggaggttc tggagaactt ggaggtgaaa 
aaggagaagt cttttgggtg gcccagcttc 
gcggctggca gccaagggcc tctgtccact 
caagccattg ccatcccagt gacagtggct 
tatggagcca gcctcttcca gcacttcctg 
ttcgccctgt tggctgggac agcggtcatg 
c 99gatcttg ctgtgcctgc agccctcacg 
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cctcgagcca gccctggaca cagcccccac tatttcgctg cctcatcacc cacatctccc 
2700 

aatgcattgc ctcctgctcg caaagccagc cctccctcag ggctgtggag cccagcctat 
2760 

gcctcccact aggccgcgtg aaggttcccg gaggatgggt ctcagccgag cctcgtgcac 
2820 

ccccaagatg gaacatccct gctgcattca cactggaaca agcccctcca gatgagtgcc 
2880 

ccggccccag gccagcttca ctgccgtctc ttcacacaga gctgtagttt cggctctgcc 
2940 

cattagctca ttttatgtag gagttttaaa tgtgtgtttt tttcctttca agtcttacaa 
3000 

agctaagact ttttggctca ttcctttttg catggttgtc tagggtttct ggacaatgtg 
3060 

ctgttgcatt tttattttcc tagccttgct aaaatctttc ccttctcaag actttgagca 
3120 

gttagaagtg ctctttagaa gttgtctgtg ggtgatgtta ctgtagtggt ctcagggaaa 
3180 

ggattgtcca gttactttag ggggtttttg gtggggtttt tccccctgtg aaaacttact 
3240 

ttgcccctag tctggctgct gctaggactt ctgaggagca atgggacatg agtgtccctg 
3300 

tatctgcgcc actgccgcaa gggaagcctc aggaaccagc acctggaggc caggatagcc 
3360 

aagccctggg tgagcgagag gctggagaac acaggagctc acccagggct gctgcccaac 
3420 

catgggccac tgtgaacaga cttcagtcct ctgtttttgt ttcataagcc gttgagacat 
3480 

ctgatggact tggcttaggc cctgctggga catcccacgt gtgatccctt tcactccatc 
3540 

aggscaccag gactgtcctt aggaaaatgt ccttgagatg gcagcaggag tcatattttc 
3600 

tgtgtgtgtg tttcggaaag ccgctgtgtc ctgcctcagc acaaagaccc agtgtcattt 
3660 

gctcctcctg ttcctgtgcc actccagaac ctcagcagat ctgagccacc gcctgccagt 
3720 

gtgagaggcg gccactttca tggcagctca tcaggcgcag ggccccagac agcttcccag 
3780 

caggccctag agcccggcct gggccaatga tggagggcgg ccaccagccc agggcctgcc 
3840 

catccagaag ggactcccca gggcctgggg gaggagaccc ttggaaaagt cctctcttcc 
3 900 

cagctcctga ttctggatct gagattctca gatcacaggc ccctgtgctc caggccgagg 
3960 

ctgggctacc ctcagggaga tccagagact catgcccatg gccatccatg cgtggacgct 
4020 

gtgtggagag tccaggatga cgggatcccg cacaagctcc cttcagtcct tcagggctgg 
4080 

gccatgtggt tgatttttct aaagctggag aaaggaagaa ttgtgccttg catattactt 
4140 

gagcttaaac tgacaacctg gatgtaaata ggagcctttc tactggttta tttaataaag 
4200 

ttctatgtgc cagtggcttt tgtggtggat cgccgtgggc ccggtcctta tggagccagc 
4260 
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ctcttccagc acttcctgga ttcctaccag gtcatgttct tcacgctctt cgccctgttg 
4320 

gctgggacag cggtcatgat catagcctac cacactgtct gcagctttat atatgagttg 
4380 

ggcgacatta atatttgttc tgcttctatt tcagggttga gcagctgcag cttctcaaac 
4440 

acctggactt ggatctcatc cgagagttct ctggccaggc catacagctg gc 
4492 


<210 > 5600 
<211> 923 
<212 > PRT 

<213 > Homo sapiens 
<400> 5600 

Phe Pro Ala Pro Ala Lys Ala Val 
1 5 

Leu Tyr He Arg Val Val Asp Lys 
20 

Ala Tyr Val Arg Val Leu Asp Leu 
35 40 

Tyr Phe Pro Phe Met Asp Leu Lys 
50 55 

Thr Leu Val Ala Leu Asp Glu Ala 
65 70 

Leu lie Arg Gly Val Ala He Gly 
85 

Thr Asn Lys Ala Gly Gin Arg lie 
100 

Val Phe Pro Pro Phe Arg Leu Met 
115 120 

Gly Ala Thr Met Gin Val Thr Ser 
130 135 

Asn lie Leu Phe Ser lie Ser Asn 
145 150 

Ala Gly Leu Val Gin Gly Leu Ala 
165 

Leu Val Gin Ala Val Asp Ala Glu 
180 

Gin Asp Leu Val Gin Val Glu Val 
195 200 

Arg Ala Pro He Met Arg Met Arg 
210 215 

Val Thr Gly lie Thr Asn His Gin 
225 230 

Val Pro Gly Leu Thr Phe His Trp 
245 

Asp Leu Arg Gly Arg His His Glu 
260 

Tyr Asn Phe Ala Met Asn Val Leu 
275 280 

Leu Arg Val Val Val Lys Ala Val 
290 295 

Gly Leu Ala Arg Glu Leu Ser Asp 


Val Tyr Val Ser Asp lie Gin Glu 
10 15 

Val Glu lie Gly Lys Thr Val Lys 
25 30 

His Lys Lys Pro Phe Leu Ala Lys 
45 

Leu Arg Ala Ala Ser Pro lie lie 
60 

Leu Asp Asn Tyr Thr lie Thr Phe 
75 80 

Gin Thr Ser Leu Thr Ala Ser Val 
90 95 

Asn Ser Ala Pro Gin Gin lie Glu 
105 110 

Pro Arg Lys Val Thr Leu Leu lie 
125 

Glu Gly Gly Pro Gin Pro Gin Ser 
140 

Glu Ser Val Ala Leu Val Ser Ala 
155 160 

lie Gly Asn Gly Thr Val Ser Gly 
170 175 

Thr Gly Lys Val Val lie lie Ser 
185 190 

Leu Leu Leu Arg Ala Val Arg lie 
205 

Thr Gly Thr Gin Met Pro lie Tyr 
220 

Asn Pro Phe Ser Phe Gly Asn Ala 
235 240 

Ser Val Thr Lys Arg Asp Val Leu 
250 255 

Ala Ser lie Arg Leu Pro Ser Gin 
265 270 

Gly Arg Val Lys Gly Arg Thr Gly 
285 

Asp Pro Thr Ser Gly Gin Leu Tyr 
300 

Glu He Gin Val Gin Val Phe Glu 
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305 

Lys 

Leu 

Gin 

Leu 

Ser 

Pro 

Asn 

Ser 

Ser 

Leu 

Ser 

340 

Tyr 

His 

Val 

355 

Asp 

Glu 

Ser 

370 

Thr 

lie 

Glu 

385 

He 

lie 

Val 

Ala 

Met 

Ser 

Pro 

Val 

Pro 

Leu 

Gly 

420 

Met 

Gly Asp 

435 

Val 

Phe 

Arg 

450 

Asp 

Asp 

Phe 

465 

Val 

Val 

Arg 

Thr 

Ala 

Glu 

His 

Pro 

Ala 

lie 

Ser 

500 

Pro 

Cys 

Leu 

515 

Ala 

Thr 

Ser 

530 

Ser 

Ser 

Ala 

54 5 
Ala 

Val 

Ala 

Arg 

Gly His 

Leu 

Arg 

He 

Met 

Ala 

580 

Arg 

Thr 

Ala 

595 

Ser 

Lys 

610 
Arg Gly 

Glu 

Cys 

625 

Pro 

Glu 

Thr 

Leu 

Asp 

Phe 

Pro 

Ser 

Ala 

Leu 

Gly 

660 

Gin 

Lys 

Gin 

675 

Arg 

Lys 

Ala 

690 

Ser 

Leu 

Ser 

705 

Val 

Pro 

Phe 

Ser 

Ser 

Asn 

His 

Tyr 


Leu 

310 

Asn 

Pro 

Glu 

325 

Tyr 

lie 

Lys 

Leu 

Arg 

Val 

Leu 

Asp 

Lys 

Gly 

Phe 

360 

Leu 

Val 

lie 

375 

Ala 

Gin 

Val 

390 

Lys 

Val 

Ser 

405 

Leu 

His 

Thr 

Gin 

Thr 

Val 

Thr 

Phe 

His 

Ala 

His 

440 

Ser 

Val 

Gin 

455 

lie 

Gly 

Val 

470 

Ser 

Val 

Gly 

485 

Gly 

Leu 

Ser 

Asp 

Glu 

Leu 

Ser 

Gly 

Val 

Leu 

Thr 

520 

Ser 

Asn 

Ser 

535 

lie 

Leu 

Ala 

550 

Val 

Gly 

Ser 

565 

Thr 

Tyr 

Lys 

Glu 

His 

Leu 

His 

Pro 

Val 

lie 

Val 

600 

Ala 

Thr 

Pro 

615 

Thr 

Gin 

lie 

630 

Ser 

Cys 

Gin 

645 

Gin 

Asp 

Val 

Phe 

Tyr 

Phe 

Cys 

Ser 

His 

Leu 

Ser 

680 

Met 

Ser 

Ser 

695 

His 

Phe 

Pro 

710 

Gly 

Leu 

Phe 

725 

Thr 

Ser 

Ser 

Glu 


315 


lie 

Glu 

330 

Ala 

Glu 

Gin 

345 

Thr 

Asn 

Arg 

Gly 

Pro 

Glu 

Lys 

Ala 

Ser Gly 

Ser 

380 

Glu 

Pro 

Phe 

395 

Gly 

Pro 

Val 

410 

Ser 

Tyr 

Asn 

425 

Lys 

Glu 

Ala 

Thr 

Val 

His 

Phe 

Ser 

Val 

Leu 

Asn 

460 

Lys 

Gly 

Pro 

475 

Thr 

Leu 

Thr 

490 

Leu 

Leu 

Phe 

505 

Met 

Pro 

Leu 

Ala 

Met 

Val 

Val 

Leu 

Glu Gly 

Leu 

540 

His 

lie 

Asp 

555 

Pro 

Val 

Thr 

570 

Val 

Tyr 

Val 

585 

Val 

Val 

Ser 

lie 

Gin 

Thr 

Ser 

Val 

Gly Asp 

Arg 

620 

Arg 

Glu 

Val 

635 

lie 

Ser 

Gin 

650 

Phe 

Lys 

Thr 

665 

Val 

Glu 

Pro 

lie 

Thr 

Met 

His 

Lys 

Lys 

Thr 

Ala 

700 

Ser 

Thr 

Glu 

715 

Gin 

Ala 

Asp Gin 
730 

Ala 

lie 

Arg Val 

Phe 


Gin 

lie 

Leu 

320 

Met 

Asp 

Gly 

335 

Ala 

Ala 

Val 

350 

Pro 

val 

Val 

365 

Met 

lie 

Gly 

Thr 

Ala 

Asn 

Gin 

Thr 

Leu 

Arg 

Val 

400 

Ser 

Leu 

Val 

415 

Ala 

Val 

His 

430 

Asp 

Asn 

Ser 

445 

Phe 

Ala 

Thr 

Asn 

Asn 

Asn 

Thr 

Cys 

Arg 

Val 

Trp 

480 

Asp 

Pro 

Val 

495 

Leu 

Gin 

Gly 

510 

Asp 

Val 

Leu 

525 

Ser 

Gly 

Thr 

Trp 

Lys 

Thr 

Gly 

Val 

Tyr 

Glu 

Val 

560 

Ala 

Val 

Pro 

575 

Gin 

Arg 

Phe 

590 

Gin 

Glu 

Ala 

605 

Ser 

Ser 

Asn 

Leu 

Gin 

Ala 

Leu 

His 

Pro 

Ala 

Val 

640 

Phe 

Gin 

Phe 

655 

Asp 

Thr 

Arg 

670 

Leu 

Thr 

Asp 

685 

Leu 

Val 

Val 

Ser 

Val 

Gly 

Ala 

Glu 

Glu 

lie 

Leu 

720 

Leu 

Gly 

Ala 

735 

Pro 

Glu 
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740 





745 





750 



val 

Leu 

Glu 

Asn 

Leu 

Glu 

Val 

Lys 

Ser 

Gly 

Ser 

Pro 

Ala 

Val 

Leu 

Ala 



755 





760 





765 




Phe 

Ala 

Lys 

Glu 

Lys 

Ser 

Phe 

Gly 

Trp 

Pro 

Ser 

Phe 

He 

Thr 

Tyr 

Thr 


770 





775 





780 





Val Gly 

Val 

Ser Asp 

Pro 

Ala 

Ala 

Gly 

Ser 

Gin Gly 

Pro 

Leu 

Ser 

Thr 

785 





790 





795 





800 

Thr 

Leu 

Thr 

Phe 

Ser 

Ser 

Pro 

Val 

Thr 

Asn 

Gin 

Ala 

lie 

Ala 

lie 

Pro 





805 





810 





815 


Val 

Thr 

Val 

Ala 

Phe 

Val 

Met 

Asp 

Arg 

Arg 

Gly Pro 

Gly 

Pro 

Tyr 

Gly 




820 





825 





830 



Ala 

Ser 

Leu Phe 

Gin 

His 

Phe 

Leu 

Asp 

Ser 

Tyr Gin 

Val 

Met 

Phe 

Phe 



835 





840 





845 




Thr 

Leu 

Phe 

Ala 

Leu 

Leu 

Ala 

Gly 

Thr 

Ala 

val 

Met 

lie 

lie 

Ala 

Tyr 


850 





855 





860 





His 

Thr 

Var 

Cys 

Thr 

Pro 

Arg 

Asp 

Leu 

Ala 

Val 

Pro 

Ala 

Ala 

Leu 

Thr 

865 





870 





875 





880 

Pro 

Arg 

Ala 

Ser 

Pro 

Gly 

His 

Ser 

Pro 

His 

Tyr 

Phe 

Ala 

Ala 

Ser 

Ser 





885 





890 





895 


Pro 

Thr 

Ser 

Pro 

Asn 

Ala 

Leu 

Pro 

Pro 

Ala 

Arg Lys 

Ala 

Ser 

Pro 

Pro 




900 





905 





910 



Ser Gly 

Leu Trp 

Ser 

Pro 

Ala 

Tyr 

Ala 

Ser 

His 








915 





920 










<210> 5601 
<211> 670 
<212> DNA 

<213> Homo sapiens 
<400> 5601 

ggccgtaact gctgccatct tctccgcgct atggctgcgt tcggccgtca ggtccttgat 
60 

tggcaccgcc tgatccccct cacctgggcc tgtatggcta ggcagactcg tcatcttgga 
120 

gaacagagaa ggacgacagc ttctttgttg cgcaaactga ctacagcctc caatggaggg 
180 

gtcattgagg agttatcttg tgttagatcc aataactatg tgcaggaacc agagtgcagg 
240 

aggaatcttg ttcagtgcct ccttgagaag caggggactc ctgtggtaca agggtccttg 
300 

gagctagaga gggtcatgag ttccctcctg gacatgggtt tcagcaatgc ccatattaat 
360 

gaattgctca gtgtacggcg aggtgccagt cttcaacagt tgctggacat catttcagaa 
420 

tttattctct tgggtctgaa tccagagcct gtgtgtgtgg tcttgaagaa aagtccccag 
480 

ttattgaaac tgcctattat gcaaatgagg aagcgctcca gttacctgca aaagcttggg 
540 

cttggagaag ggaaattaaa gagggtgctt tactgttgcc ctgaaatttt caccatgcgc 
600 

cagcaggaca ttaacgacac tgtcaggctt ctcaaggaga agtgcctttt cacggtaccc 
660 

cttcacgcgt 

670 
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<210> 5602 
<211> 213 
<212 > PRT 

<213 > Homo sapiens 


<400> 5602 


Met Ala 

Ala 

Phe 

Gly Arg 

Gin 

Val 

Leu 

Asp 

Trp 

His 

Arg 

Leu 

lie 

Pro 

1 



5 





io' 





15 


Leu Thr 

Trp 

Ala 

Cys 

Met 

Ala 

Arg 

Gin 

Thr 

Arg 

His 

Leu 

Gly 

Glu 

Gin 



20 





25 





30 



Arg Arg 

Thr 

Thr 

Ala 

Ser 

Leu 

Leu 

Arg 

Lys 

Leu 

Thr 

Thr 

Ala 

Ser 

Asn 

35 





40 





45 




Gly Gly 

Val 

lie 

Glu 

Glu 

Leu 

Ser 

Cys 

Val 

Arg 

Ser 

Asn 

Asn 

Tyr 

Val 

50 





55 





60 





Gin Glu 

Pro 

Glu 

Cys 

Arg 

Arg 

Asn 

Leu 

Val 

Gin 

Cys 

Leu 

Leu 

Glu 

Lys 

65 




70 





75 





80 

Gin Gly 

Thr 

Pro 

Val 

Val 

Gin 

Gly 

Ser 

Leu 

Glu 

Leu 

Glu 

Arg 

Val 

Met 




85 





90 





95 


Ser Ser 

Leu 

Leu 

Asp 

Met 

Gly 

Phe 

Ser 

Asn 

Ala 

His 

lie 

Asn 

Glu 

Leu 



100 





105 





110 



Leu Ser 

Val 

Arg 

Arg 

Gly 

Ala 

Ser 

Leu 

Gin 

Gin 

Leu 

Leu 

Asp 

lie 

lie 


115 





120 





125 




Ser Glu 

Phe 

lie 

Leu 

Leu 

Gly 

Leu 

Asn 

Pro 

Glu 

Pro 

Val 

Cys 

Val 

Val 

130 





135 





140 





Leu Lys 

Lys 

Ser 

Pro 

Gin 

Leu 

Leu 

Lys 

Leu 

Pro 

lie 

Met 

Gin 

Met 

Arg 

145 




150 





155 





160 

Lys Arg 

Ser 

Ser 

Tyr 

Leu 

Gin 

Lys 

Leu 

Gly 

Leu 

Gly Glu 

Gly 

Lys 

Leu 




165 





170 





175 


Lys Arg 

Val 

Leu 

Tyr 

Cys 

Cys 

Pro 

Glu 

lie 

Phe 

Thr 

Met 

Arg 

Gin 

Gin 



180 





185 





190 



Asp lie 

Asn 

Asp 

Thr 

Val 

Arg 

Leu 

Leu 

Lys 

Glu 

Lys 

Cys 

Leu 

Phe 

Thr 


195 





200 





205 




Val Pro 

Leu 

His 

Ala 













. 210 


<210> 5603 
<211> 2070 
<212> DNA 

<213 > Homo sapiens 
<400> 5603 

ngcttctagg ccttctcagt agatggagct aagtaatata tgtatatata ctaacccaca 
60 

gatataaata tgtctataat tatttctata tttatccatt cgtgtatatg ttaagataaa 
120 

catgatggag acccttcaaa tttgcttatg ttctttttca gcctatagac cagatataat 
180 

aattagcttt tcttctcttg cagattccag agagtcctct atttcatatg tgccttccag 
240 

aacatctctt gtggtattca ctacttggct tctgtgttca tgggagtcac ccctcatcat 
300 

gtctgcaggc ccccaggcaa tgtgagtcag gttgttttcc ataatcactc taattggagt 
360 
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ttggaggaca ccggggccct 
420 

cagaatggtg agatctggga 
480 

agtttgggct atgaatacac 
540 

tatgaccaga acacatggaa 
600 

aaatggcttg caatgctgat 
660 

acttttggct acttttctga 
720 

agcatgtttt tgtttggaat 
780 

gctcgctttt ttcttgccat 
840 

atggaattca ttggcatgaa 
900 

gcagttggaa ccctgctggt 
960 

cagatgatcc tctccacagt 
1020 

acaccttttt ggcttctctc 
1080 

atggccaagt ggaacagggc 
1140 

caaggtcctg ttagtaatag 
1200 

tataactgga gcattacgaa 
1260 

ttgggattct actcgttttc 
1320 

ctcttcctcc tgggtgtagt 
1380 

aaggtcggga ggagaacagt 
1440 

gtcgttatgg tgatccccca 
1500 

aaatttgcca tcggggcagc 
1560 

accattgtaa gatcgctggc 
1620 

ctggcgccgt tctctgtgga 
1680 

gggactatgg ccctcctgag 
1740 

cggctagcaa ctacttggga 
1800 

agcaaattac ttctcacaac 
1860 

agggattctg gtcttggtga 
1920 

tttaccctaa tgcctttgta 
1980 


gttgtcttca ggccagaaag 
gctctcaagg tgtagcagga 
tggcagtaag aaagagtttc 
aagcactgcg gtgacccagt 
ccagccccta tttatgtttg 
caggctagga cgccgggtgg 
agcagcggcg tttgcagttg 
ggttgcaagt ggctatcttg 
gtctcggaca tgggcgtctg 
ggctttgaca ggatacttgg 
gactgtcccc tttatcctgt 
agagggacga tatgaagaag 
aagctcctgt aaactgtcag 
ccccactgaa gttcagaagc 
aaggacactt accgtttggc 
cttgaattct gttaacttag 
ggaaattccc gcctacacct 
cctggcctac tctcttttct 
gaaacattat attttgggtg 
atttggcctc atttatcttt 
tgtgggaagc ggcagcatgg 
cctcagcagc atttggatct 
tggagtgtta acactaaagc 
ggaggctgca aaactggagt 
taataatagt gggctggaaa 
ataaatgtgc catgcctgct 
ttagaggaat cttattctca 


attatgttac ggtgcagttg 
ataagaggga gaacacatcg 
cttgtgtgga tggctacata 
ggaacctggt ctgtgaccga 
gagtcctact gggatcggtg 
tcttgtgggc cacaagcagt 
attattacac cttcatggct 
tggtggggtt tgtctatgtg 
tccatttgca ttcctttttt 
tcaggacctg gtggctttac 
gctgttgggt gctcccagag 
cacaaaaaat agttgacatc 
aacttttatc actggaccta 
acaacctatc atatctgttt 
taatctggtt cactggaagt 
gaggcaatga atacttaaac 
tcgtgtgcat cgccatggac 
gcagtgcact ggcctgtggt 
tggtgacagc tatggttgga 
atacagctga gctgtatcca 
tgtgtcgcct ggccagcatc 
tcataccaca gttgtttgtt 
ttccagaaac ccttgggaaa 
cagagaatga aagcaagtca 
aaacggaagc gattaccccc 
gtctagcacc tgaaatatta 
tctcccatat gttgtttgta 
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tgtcttttta ataaattttg taagaaaatt 
2040 

aactaagatg aaaattctca gttttaaaaa 
2070 

<210> 5604 

<211> 560 

<212> PRT 

<213 > Homo sapiens 

<4 00 > 5604 

Arg Phe Gin Arg Val Leu Tyr Phe 
1 5 

Cys Gly lie His Tyr Leu Ala Ser 
20 

His Val Cys Arg Pro Pro Gly Asn 
35 40 

His Ser Asn Trp Ser Leu Glu Asp 
50 55 

Gin Lys Asp Tyr Val Thr Val Gin 
65 70 

Leu Ser Arg Cys Ser Arg Asn Lys 
85 

Tyr Glu Tyr Thr Gly Ser Lys Lys 
100 

He Tyr Asp Gin Asn Thr Trp Lys 
115 120 

Leu Val Cys Asp Arg Lys Trp Leu 
130 135 

Met Phe Gly Val Leu Leu Gly Ser 
145 150 

Arg Leu Gly Arg Arg val Val Leu 
165 

Leu Phe Gly lie Ala Ala Ala Phe 
180 

Ala Ala Arg Phe Phe Leu Ala Met 
195 200 

Gly Phe Val Tyr Val Met Glu Phe 
210 215 

Ala Ser Val His Leu His Ser Phe 
225 230 

Ala Leu Thr Gly Tyr Leu Val Arg 
245 

Leu Ser Thr Val Thr Val Pro Phe 
260 

Glu Thr Pro Phe Trp Leu Leu Ser 
275 280 

Lys lie Val Asp lie Met Ala Lys 
290 295 

Leu Ser Glu Leu Leu Ser Leu Asp 
305 310 

Pro Thr Glu Val Gin Lys His Asn 
325 

Ser lie Thr Lys Arg Thr Leu Thr 


ttaaagcaaa tatgttataa aagaaataaa 


He Cys Ala Phe Gin Asn lie Ser 
10 15 

Val Phe Met Gly Val Thr Pro His 
25 30 

Val Ser Gin Val Val Phe His Asn 
45 

Thr Gly Ala Leu Leu Ser Ser Gly 
60 

Leu Gin Asn Gly Glu lie Trp Glu 
75 80 

Arg Glu Asn Thr Ser Ser Leu Gly 
90 95 

Glu Phe Pro Cys Val Asp Gly Tyr 
105 HO 

Ser Thr Ala Val Thr Gin Trp Asn 
125 

Ala Met Leu lie Gin Pro Leu Phe 
140 

Val Thr Phe Gly Tyr Phe Ser Asp 
155 160 

Trp Ala Thr Ser Ser Ser Met Phe 
170 175 

Ala Val Asp Tyr Tyr Thr Phe Met 
185 190 

Val Ala Ser Gly Tyr Leu Val Val 
205 

lie Gly Met Lys Ser Arg Thr Trp 
220 

Phe Ala Val Gly Thr Leu Leu Val 
235 240 

Thr Trp Trp Leu Tyr Gin Met lie 
250 255 

lie Leu Cys Cys Trp Val Leu Pro 
265 270 

Glu Gly Arg Tyr Glu Glu Ala Gin 
285 

Trp Asn Arg Ala Ser Ser Cys Lys 
300 

Leu Gin Gly Pro Val Ser Asn Ser 
315 320 

Leu Ser Tyr Leu Phe Tyr Asn Trp 
330 335 

Val Trp Leu He Trp Phe Thr Gly 
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340 345 

Ser Leu Gly Phe Tyr Ser Phe Ser Leu Asn Ser Val Asn 
355 360 365 

Asn Glu Tyr Leu Asn Leu Phe Leu Leu Gly Val Val Glu 
370 375 380 

Tyr Thr Phe Val Cys lie Ala Met Asp Lys Val Gly Arg 
385 390 395 

Leu Ala Tyr Ser Leu Phe Cys Ser Ala Leu Ala Cys Gly 
405 410 

Val He Pro Gin Lys His Tyr lie Leu Gly Val Val Thr 
420 425 

Gly Lys Phe Ala lie Gly Ala Ala Phe Gly Leu lie Tyr 
435 440 445 

Ala Glu Leu Tyr Pro Thr lie Val Arg Ser Leu Ala Val 
450 455 460 

Ser Met Val Cys Arg Leu Ala Ser lie Leu Ala Pro Phe 
465 470 475 

Leu Ser Ser lie Trp lie Phe lie Pro Gin Leu Phe Val 
485 490 

Ala Leu Leu Ser Gly Val Leu Thr Leu Lys Leu Pro Glu 
500 505 

Lys Arg Leu Ala Thr Thr Trp Glu Glu Ala Ala Lys Leu 
515 520 525 

Asn Glu Ser Lys Ser Ser Lys Leu Leu Leu Thr Thr Asn 
530 535 540 

Leu Glu Lys Thr Glu Ala lie Thr Pro Arg Asp Ser Gly 
545 550 555 

<210> 5605 

<211> 376 

<212 > DNA 

<213> Homo sapiens 


350 

Leu Gly Gly 

lie Pro Ala 

Arg Thr Val 
400 

Val Val Met 
415 

Ala Met Val 
430 

Leu Tyr Thr 

Gly Ser Gly 

Ser Val Asp 
480 

Gly Thr Met 
495 

Thr Leu Gly 
510 

Glu Ser Glu 

Asn Ser Gly 

Leu Gly Glu 
560 


<400> 5605 

acgcgtgaag gggaactgat gataaacaca aaaggcaatg ttagatggcg ccaggcactg 
60 

cgagggagac acactgggtc ttggggtaga gcgggaagag gtggtagtga cttcttcagt 
120 

catccaggga ggcctctcca gggaggatga cggaacatca gaggaaagaa gcaaggagaa 
180 

ccagccacac tcagagctgg gaaagagcag caggaagatg ggggcagtga gtgccagggc 
240 

tctgcaggga tgggcttgcc tggcagggag caataccaag gaagttagta gggcccgggt 
300 

catgccacgg ccttgtaggc agaaccctta agtctctttg tagggacccc tttggtctcc 
360 

cctttgaact acgccc 
376 


<210> 5606 
< 211 > 101 
<212> PRT 

<213 > Homo sapiens 
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<400> 5606 


Met 

Thr 

Arg 

Ala 

Leu 

Leu 

Thr 

Ser 

Leu 

Val 

Leu 

Leu 

Pro 

Ala 

Arg Gin 

1 




5 





10 





15 


Ala 

His 

Pro 

Cys 

Arg 

Ala 

Leu 

Ala 

Leu 

Thr 

Ala 

Pro 

lie 

Phe 

Leu 

Leu 




20 




25 





30 



Leu 

Phe 

Pro 

Ser 

Ser 

Glu 

Cys 

Gly 

Trp 

Phe 

Ser 

Leu 

Leu 

Leu 

Ser 

Ser 



35 





40 





45 




Asp 

Val 

Pro 

Ser 

Ser 

Ser 

Leu 

Glu 

Arg 

Pro 

Pro 

Trp 

Met 

Thr 

Glu 

Glu 


50 





55 





60 





Val 

Thr 

Thr 

Thr 

Ser 

Ser 

Arg 

Ser 

Thr 

Pro 

Arg 

Pro 

Ser 

Val 

Ser 

Pro 

65 





70 





75 





80 

Ser 

Gin 

Cys 

Leu 

Ala 

Pro 

Ser 

Asn 

He 

Ala 

Phe 

Cys 

Val 

Tyr 

His 

Gin 





85 





90 





95 


Phe 

Pro 

Phe 

Thr 

Arg 













100 

<210> 5607 

<211> 320 

<212 > DNA 

<213 > Homo sapiens 

<400> 5607 

gtgcacacgc gaggtatagg ctccagactc ctcaccaaga tgggctatga gtttggcaag 
60 

ggtttgggcc gacacgcgga aggccgggtg gagcccatcc atgctgtggt gttgcctcga 
120 

gggaagtcgc tggaccagtg tgtggagacc ctgcagaagc agaccagggt tggcaaggct 
180 

ggcaccaaca agccccccag gtgccgggga agaggggcca ggcctggggg ccgcccagct 
240 

cctcggaatg tgtttgactt cctcaatgaa aagctgcaag gtcaggctcc tggggcccta 
300 

caagccgggc ggcctcagca 
320 

<210> 5608 
<211> 106 
<212 > PRT 

<213 > Homo sapiens 


<400> 5608 


Val 

His 

Thr 

Arg 

Gly 

lie 

Gly 

Ser 

Arg 

Leu 

Leu 

Thr 

Lys 

Met Gly Tyr 

1 




5 





10 




15 


Glu 

Phe 

Gly 

Lys 

Gly 

Leu 

Gly 

Arg 

His 

Ala 

Glu Gly 

Arg 

Val Glu 

Pro 




20 





25 





30 


lie 

His 

Ala 

Val 

Val 

Leu 

Pro 

Arg 

Gly 

Lys 

Ser 

Leu 

Asp 

Gin Cys 

Val 



35 





40 





45 



Glu 

Thr 

Leu 

Gin 

Lys 

Gin 

Thr 

Arg 

Val 

Gly 

Lys 

Ala 

Gly 

Thr Asn 

Lys 


50 





55 





60 




Pro 

Pro 

Arg 

Cys 

Arg 

Gly 

Arg 

Gly 

Ala 

Arg 

Pro Gly 

Gly 

Arg Pro 

Ala 

65 





70 





75 




80 

Pro 

Arg 

Asn 

Val 

Phe 

Asp 

Phe 

Leu 

Asn 

Glu 

Lys 

Leu 

Gin Gly Gin 

Ala 





85 





90 




95 


Pro 

Gly 

Ala 

Leu 

Gin 

Ala 

Gly 

Arg 

Pro 

Gin 







4791 



WO 00/58473 


PCT/US00/08621 


100 105 


<210> 5609 
<211> 1843 
<212> DNA 
<213> Homo 

<400> 5609 

sapiens 





tttttttttt 

60 

ccagaaagta 

120 

tttttttttc 

aagcaatttt 

ttccctttat 

tatttttgtt 

aaataagatt 

tagtgcaaac 

actcagtaga 

aaagttgcaa 

ttaagaaatg 

tacattcaca 

tttaacattt 

180 

cagtccattc 

acttttttta 

aaataaaaat 

aggacaaatt 

attcaattac 

ttgtctcaat 

240 

ttaacaatct 

tgaaaaagac 

tggaaggtac 

cctacagtgt 

tcagttgaca 

taaaaataga 

300 

cccgtattga 

tcatacaaat 

ctatcatgag 

aagttaccca 

gtgagagtga 

gttattgtaa 

360 

ttctgaatgt 

actcatcgtg 

tttctcactt 

ctacagaagc 

atcctcagtg 

agttgtattg 

420 

tgcgagaaaa 

tgacaccctt 

gcccacatca 

ctctccattc 

catagaggga 

cacaacccta 

480 

tctagccaaa 

cccagaagaa 

cgcaggcgct 

tacacaactt 

ttctcggaca 

gtcgagaaaa 

540 

tccaaaagtg 

ggctttgggc 

ttaccttaaa 

taggaatgga 

atgtaccact 

acgagatggt 

600 

catcataata 

aggacattgt 

tgtttgagcg 

gggggtgtgc 

aatcagtata 

aatgaggatg 

660 

gcggaggaag 

aggagtggtg 

actgaaggga 

ggtggtgcat 

aataagtgca 

cgagctacac 

720 

aaagctcgag 

ctacacaaag 

ctcaggctcc 

acgggcctcg 

ccttggctcc 

cagggatgct 

780 

ctgcagccag 

cgggcggatg 

acctgaggtc 

gggcctgggc 

ctgtcccttt 

gtgcatgcgg 

840 

cgtgatttca 

aattcaaact 

aagttccaca 

ccattaggag 

ttttcacggc 

atgcagttcc 

900 

agagtgcaaa 

tggcttgcat 

atgtgcagtt 

tttacaggtg 

gaaggcaaga 

ccatacatct 

960 

ctcccacact 

gggcgtgcct 

cctagtggac 

a 5ttgtatgc 

aagaggcggt 

gatgggctcc 

1020 

ctcaggatcc 

cccaatgtgg gaatggtccc 

ctgagacttg 

tgcttcgtgt 

gcctggggcc 

1080 

cagagttggg 

tggggggttg 

ctggtgggag 

gtgagaaaca 

agttctggct 

gccgtcgggc 

1140 

cagcttccca 

ctgccctcac 

ctgggaggtg 

gatgcccaca 

ggcaggatgc 

tctgggctac 

1200 

tgttgcacag 

tcctgcacga 

gatatttatt 

cagcccacaa 

gatttaatag 

atctcttggg 

1260 

agttcatcta 

ggctattatg 

tctgtttaaa 

cattaattct 

caataagtgc 

ctgaaagctc 

1320 

ttttgaaagc 

aacctatttg aaggtctgaa 

ccgcccggta 

ccagcaggaa 

ccaatgccca 

1380 

ggagagggtc 

agagcacatg 

tgctctggtg 

gttgtcaaat 

ctctcaccat 
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ccatcataag ccctctgaac tcctgctgaa atcggccctt tgaacatcct ctaacccctg 
1440 

ggaaggcacc cggacccacc tttacctcac cagcagcata tgacaataac attaaatggc 
1500 

tctacagcag aggaagatga aagtaaaagt agcaaataca accaatggcc ttcccatagc 
1560 

tcacagaact cctgagcaga agctgagcag ggaagaaatg gtgtgtagtt tcagggtgtc 
1620 

tggaggtgcc accatttctc cccatttgat gtcagagagg ctttacaaaa aaataaggca 
1680 

acagctctta aggagattct gtatatttga aattagacgc aatgacaggt ttcgctccca 
1740 

aantatagtt ttagaatata gtctgatatg acaaagtagg gatttttaaa gcctaacatt 
1800 

ttatttcctt gctggggatc agttagtaaa gaaggaggaa ttc 
1843 

<210> 5610 
<211> 153 
<212 > PRT 

<213 > Homo sapiens 
<400> 5610 


Met 

Arg 

Arg 

Asp 

Phe 

Lys Phe 

Lys 

Leu 

Ser 

Ser 

Thr 

Pro 

Leu Gly 

Val 

1 




5 




10 




15 


Phe 

Thr 

Ala 

Cys 

Ser 

Ser Arg Val 

Gin 

Met 

Ala 

Cys 

lie 

Cys Ala 

Val 




20 




25 





30 


Phe 

Thr 

Gly 

Gly 

Arg 

Gin Asp 

His 

Thr 

Ser 

Leu 

Pro 

His 

Trp Ala 

Cys 



35 




40 





45 . 



Leu 

Leu 

Val 

Asp 

Ser 

Cys Met 

Gin 

Glu 

Ala 

Val 

Met 

Gly 

Ser Leu 

Arg 


50 




55 





60 




He 

Pro 

Gin 

Cys 

Gly 

Asn Gly 

Pro 

Leu 

Arg 

Leu 

Val 

Leu 

Arg Val 

Pro 

65 





70 




75 




80 

Gly Ala 

Gin 

Ser 

Trp 

Val Gly Gly Cys 

Trp 

Trp 

Glu 

Val 

Arg Asn 

Lys 





85 




90 




95 


Phe 

Trp 

Leu 

Pro 

Ser 

Gly Gin 

Leu 

Pro 

Thr 

Ala 

Leu 

Thr 

Trp Glu 

Val 




100 




105 





110 


Asp Ala 

His 

Arg 

Gin 

Asp Ala 

Leu Gly 

Tyr 

Cys 

Cys 

Thr 

Val Leu 

His 



115 




120 





125 



Glu 

lie 

Phe 

lie 

Gin 

Pro Thr 

Arg Phe 

Asn 

Arg 

Ser 

Leu 

Gly Ser 

Ser 


130 




135 





140 




Ser Arg 

Leu 

Leu 

Cys 

Leu Phe 

Lys 

His 








145 150 

<210> 5611 

<211> 1152 

<212> DNA 

<213 > Homo sapiens 

<400> 5611 

ngggccgctc cctcccggac tcccggcctc ccggcctccc tggtcccgcc tgggaaggga 
60 

tgcaaggaag ccctccggcg ctgcgctccg aggcgggaga cagcgtcccc ctccgcccct 
120 
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cgggtcctgg cgcctcagag cccggcccag gccgcggaac ggtgatgctc gggccggacg 
180 

ggcgagcgcg gatccctgcg tcccgctgaa aatgtgtgtc tgacatgcaa gctcagtggg 
240 

gcagagaccc gtggattgct gtgccctgcc ctccggacct ggatcatgaa ggtgttggga 
300 

agaagcttct tctgggtgct gtttcccgtc cttccctggg cggtgcaggc tgtggagcac 
360 

gaggaggtgg cgcagcgtgt gatcaaactg caccgcgggc gaggggtggc tgccatgcag 
420 

agccggcagt gggtccggga cagctgcagg aagctctcag ggcttctccg ccagaagaat 
480 

gcagttctga acaaactgaa aactgcaatt ggagcagtgg agaaagacgt gggcctgtcg 
540 

gatgaagaga aactgtttca ggtgcacacg tttgaaattt tccagaaaga gctgaatgaa 
600 

agtgaaaatt ccgttttcca agctgtctac ggactgcaga gagccctgca gggggattac 
660 

aaagatgtcg tgaacatgaa ggagagcagc cggcagcgcc tggaggccct gagagaggct 
720 

gcaataaagg aagaaacaga atatatggaa cttctggcag cagaaaaaca tcaagttgaa 
780 

gcccttaaaa atatgcaaca tcaaaaccaa agtttatcca tgcttgacga gattcttgaa 
840 

gatgtaagaa aggcagcgga tcgtctggag gaagagatag aggaacatgc ttttgacgac 
900 

aataaatcag tcaagggggt caattttgag gcagttctga gggtggagga agaagaggcc 
960 

aattctaagc aaaatataac aaaacgagaa gtggaggatg acttggttct tagcatgctg 
1020 

attgactccc agaacaacca gtatattttg accaagccca gagattcaac catcccacgt 
1080 

gcagatcacc actttataaa ggacattgtt accataggaa tgctgtcttt gccttgtggc 
1140 

tggcgatgta ca 
1152 

<210> 5612 

<211> 289 

<212 > PRT 

<213> Homo sapiens 


<400> 5612 


Met Lys 

Val 

Leu 

Gly Arg 

Ser 

Phe 

Phe 

Trp Val 

Leu 

Phe 

Pro 

Val 

Leu 

1 



5 





10 





15 


Pro Trp 

Ala 

Val 

Gin 

Ala 

Val 

Glu 

His 

Glu 

Glu 

Val 

Ala 

Gin 

Arg 

Val 



20 





25 





30 



lie Lys 

Leu 

His 

Arg 

Gly 

Arg 

Gly 

Val 

Ala 

Ala 

Met 

Gin 

Ser 

Arg 

Gin 


35 





40 





45 




Trp Val 

Arg 

Asp 

Ser 

Cys 

Arg 

Lys 

Leu 

Ser Gly 

Leu 

Leu 

Arg 

Gin 

Lys 

50 





55 





60 





Asn Ala 

Val 

Leu 

Asn 

Lys 

Leu 

Lys 

Thr 

Ala 

lie 

Gly 

Ala 

Val 

Glu 

Lys 

65 




70 





75 





80 

Asp Val 

Gly 

Leu 

Ser 

Asp 

Glu 

Glu 

Lys 

Leu 

Phe 

Gin 

Val 

His 

Thr 

Phe 
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85 90 95 


Glu 

He 

Phe 

Gin 

Lys 

Glu 

Leu 

Asn 

Glu 

Ser 

Glu 

Asn 

Ser 

Val 

Phe 

Gin 




100 





105 





110 



Ala 

Val 

Tyr 

Gly 

Leu 

Gin 

Arg 

Ala 

Leu 

Gin 

Gly Asp 

Tyr 

Lys 

Asp 

Val 



115 





120 





125 




val 

Asn 

Met 

Lys 

Glu 

Ser 

Ser 

Arg 

Gin Arg 

Leu 

Glu 

Ala 

Leu Arg 

Glu 


130 





135 





140 





Ala 

Ala 

lie 

Lys 

Glu 

Glu 

Thr 

Glu Tyr 

Met 

Glu 

Leu 

Leu 

Ala 

Ala 

Glu 

145 





150 





155 





160 

Lys 

His 

Gin 

Val 

Glu 

Ala 

Leu 

Lys 

Asn 

Met 

Gin 

His 

Gin 

Asn 

Gin 

Ser 




165 





170 





175 


Leu 

Ser 

Met 

Leu 

Asp 

Glu 

lie 

Leu 

Glu Asp 

Val 

Arg 

Lys 

Ala 

Ala 

Asp 




180 





185 





190 



Arg 

Leu 

Glu 

Glu 

Glu 

lie 

Glu 

Glu 

His 

Ala 

Phe 

Asp 

Asp 

Asn 

Lys 

Ser 


195 





200 





205 




Val 

Lys 

Gly 

Val 

Asn 

Phe 

Glu 

Ala 

Val 

Leu 

Arg 

Val 

Glu 

Glu 

Glu 

Glu 


210 





215 





220 





Ala 

Asn 

Ser 

Lys 

Gin 

Asn 

lie 

Thr 

Lys 

Arg 

Glu 

Val 

Glu 

Asp Asp 

Leu 

225 





230 





235 





240 

Val 

Leu 

Ser 

Met 

Leu 

He 

Asp 

Ser 

Gin 

Asn 

Asn 

Gin 

Tyr 

lie 

Leu 

Thr 





245 





250 





255 


Lys 

Pro 

Arg 

Asp 

Ser 

Thr 

lie 

Pro 

Arg 

Ala 

Asp 

His 

His 

Phe 

lie 

Lys 




260 





265 





270 



Asp 

lie 

Val 

Thr 

lie 

Gly 

Met 

Leu 

Ser 

Leu 

Pro 

Cys 

Gly 

Trp Arg 

Cys 



275 





280 





285 





Thr 


<210> 5613 „ . 

<211> 1679 
<212 > DNA 

<213 > Homo sapiens 
<400> 5613 

ggctaaggct gcatcccagg tgagttcccc ccccccgtac cccggaggtt ttgttggtga 
60 

gggttccggg gagcggcctg gagagaggtg gaggcgaagt ctagtttcgc ttcagggagg 
120 

ctcagaccct gtggggtcaa gtcggcggtg gaggccctag gctcagcctg tggggaccgg 
180 

cggggactcg gcctgggcag tcctgggaga agctgagccg gctctgcctg aagccagttc 
240 

tccttgtcgc aggtgctggt ggacagcgcg gaggaggggt ccctcgctgc ggcggcggag 
300 

ctggccgctc agaagcgcga acagagactg cgcaaattcc gggagctgca cctgatgcgg 
360 

aatgaagctc gtaaattaaa tcaccaggaa gttgtggaag aagataaaag actaaaatta 
420 

cctgcaaatt gggaagccaa aaaagctcgt ttggagtggg aactaaagga agaggaaaag 
480 

aaaaaggaat gtgcggcaag aggagaagac tatgagaaag tgaagttgct ggagatcagt 
540 

gcagaagatg cagaaagatg ggagaggaaa aagaagagga aaaaccctga tctgggattt 
600 
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tcagattatg ctgctgccca gttacgccag 
660 

gacatggaaa catatgagag actgagagaa 
720 

aatagtcttc ttcatggaac acatgtgcct 
780 

gatctggaaa aacagattga aaaacgagac 
840 

gatgcagata tcgactacat taatgaaagg 
900 

ttctatggga aatacacagc tgaaattaaa 
960 

tcccttcaag aactgtttat agaagcttga 
1020 

caagttcttt ttgaaatttt atcagtaatc 
1080 

agcatttaga aataaaaatg tggtttctta 
1140 

tttttgtgct tggatataag atgtatttct 
1200 

tatacattct aattatatta tttttctatg 
1260 

tgaagcattt tgggcttaag attgccagca 
1320 

cagtgtggaa tttgatagag tctagactcg 
1380 

aggacagtga tgaggaagat ggcagtggcc 
1440 

gcggcctgtg accaaggtcg gggaggagtg 
1500 

ttcggagaga ggctggagtg tgctaccgac 
1560 

ggagtgtgct accgacgtcg aatatccatg 
1620 

aatctcctta agctgataag caacttcagc 
1679 

<210> 5614 
<211> 242 
<212> PRT 

<213 > Homo sapiens 
<400> 5614 

Ser Gin Phe Ser Leu Ser Gin Val 
1 5 

Ser Leu Ala Ala Ala Ala Glu Leu 
20 

Leu Arg Lys Phe Arg Glu Leu His 
35 40 

Leu Asn His Gin Glu Val Val Glu 
50 55 

Ala Asn Trp Glu Ala Lys Lys Ala 
65 70 

Glu Glu Lys Lys Lys Glu Cys Ala 


tatcatcggt tgaccaagca gatcaaacct 
aaacatggag aagagttttt cccaacatcc 
tccacagagg aaattgacag gatggtcata 
aaatatagcc ggagacgtcc ttataatgat 
aatgccaaat tcaacaagaa agctgaaaga 
cagaatttgg aaagaggaac agctgtctaa 
gaatggggta aaaatttctg ctagcaaaat 
cagaatttag tagtccatgc cttctcactc 
aacgtatatc ctttcatgta tatttccaca 
tgtagtgaag ttgttttgta atctactttg 
tattttaaat gtatatggct gtttaatctt 
gcacacatca gatgcagtca ttgttgctat 
ggccacttgg agttgtgtac tccaaagcta 
accggaggac tggagcagtc cctcctcatg 
gagctatcct tccatgatct gatcatgtac 
gtcgaatatc catgcagtcg gttagaggct 
cagactagaa aacccattat ctcagcccaa 
aaagtctcag catacaaaat caatgtaca 


Leu Val Asp Ser Ala Glu Glu Gly 
10 15 

Ala Ala Gin Lys Arg Glu Gin Arg 
25 30 

Leu Met Arg Asn Glu Ala Arg Lys 
45 

Glu Asp Lys Arg Leu Lys Leu Pro 
60 

Arg Leu Glu Trp Glu Leu Lys Glu 
75 80 

Ala Arg Gly Glu Asp Tyr Glu Lys 
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85 90 95 

Val Lys Leu Leu Glu lie Ser Ala Glu Asp Ala Glu Arg Trp Glu Arg 
100 105 110 

Lys Lys Lys Arg Lys Asn Pro Asp Leu Gly Phe Ser Asp Tyr Ala Ala 
115 120 125 

Ala Gin Leu Arg Gin Tyr His Arg Leu Thr Lys Gin lie Lys Pro Asp 
130 135 140 

Met Glu Thr Tyr Glu Arg Leu Arg Glu Lys His Gly Glu Glu Phe Phe 

145 150 155 160 

Pro Thr Ser Asn Ser Leu Leu His Gly Thr His Val Pro Ser Thr Glu 

165 170 175 

Glu He Asp Arg Met Val lie Asp Leu Glu Lys Gin lie Glu Lys Arg 
180 185 190 

Asp Lys Tyr Ser Arg Arg Arg Pro Tyr Asn Asp Asp Ala Asp lie Asp 
195 200 205 

Tyr lie Asn Glu Arg Asn Ala Lys Phe Asn Lys Lys Ala Glu Arg Phe 
210 215 220 

Tyr Gly Lys Tyr Thr Ala Glu lie Lys Gin Asn Leu Glu Arg Gly Thr 

225 230 . 235 240 

Ala Val 


<210> 5615 
<211> 1522 
<212> DNA 

<213 > Homo sapiens 
<400> 5615 

ccggctgtat tatctggcta tttcaaacag tttcagaagt ctttacctcc acgattccag 
60 

cggcagcagg aacagatgaa acagcagcag tggcagcagc agcaacagca aggtgtactt 
120 

ccacagactg ttccttcaca accgtccagt agtactgtcc ctcctccacc acacagacct 
180 

ctttatcagc ctatgcagcc tcatcctcag catttggctt ctatgggttt tgatccaagg 
240 

tggctcatga tgcagtccta catggatcct cgaatgatgt caggaagacc tgctatggat 
300 

attccaccca ttcatcctgg aatgattcct cctaaaccat taatgagaag agaccagatg 
360 

gaagggtcac cgaacagttc tgagtcattt gagcatatag ctcgatctgc aagagatcac 
420 

gcaatttccc tttctgagcc tcgtatgctg tgggggtcag atccctatcc tcatgctgag 
480 

cctcaacaag caactactcc caaagcaaca gaagagcctg aggatgtaag gtctgaagct 
540 

gcgttggacc aggaacagat tactgctgct tattctgtag aacataatca attagaggct 
600 

cacccaaagg cagactttat cagagaatca agtgaggcac aagtacaaaa gtttttaagc 
660 

agatctgtgg aagatgttag acctcaccat actgatgcaa ataatcagtc tgcttgtttt 
720 

gaagcacctg atcaaaagac cttatccact cctcaagagg agcggatttc agctgtagaa 
780 
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agtcagcctt 

840 

cccggaaaag 

aagtgtttoc: 

catggatcta 

accatacgca 

aaaaccagac 

gagcagagaa 

900 

gtgaaccatc 

tgcaggcatt 

cctaaagtaa 

ccagcagatg 

cattgattca 

aaagaaccaa 

960 

tagaaaggcc 

agaggagaaa 

ccaaaaaagg 

aaggctttat 

acgatcttct 

gaaggaccaa 

1020 

aacctgaaaa 

agtatataaa 

tctaaatcag 

aaactcgttg 

gggcccacga 

ccaagctcta 

1080 

acagaaggga 

agaagttaat 

gatagacctg 

tgagaagatc 

aggtcccatt 

aaaaaacctg 

1140 

tacttagaga 

tatgaaagag 

gaacgggaac 

agaggaagga 

gaaagaagga 

gaaaaggccg 

1200 

aaaaggtcac 

tgaaaaagta 

gttgtaaagc 

ctgaaaagac 

ggaaaagaag 

gatcttcctc 

1260 

ctcccccacc 

accacctcag 

ccaccagcac 

caattcagcc 

acagtcagtt 

ccaccaccaa 

1320 

ttcaaccaga 

agcagagaaa 

tttccttcaa 

cagaaactgc 

aactttggct 

caaaaaccat 

1380 

ctcaggatac 

tgagaagcct 

ctggaacctg 

tgagtactgt 

tcaggtagag 

cctgcagtta 

1440 

agactgtaaa 

ccaacagact 

atggcagcac 

cagtagtcaa 

agaaaaagaa 

ctacaaaaga 

1500 

gaaaaagaac 

aagaaagaaa 

tacaaaaaaa 

gcaagaaaaa 

aa 

gaaaaagaac 

tagaacggca 

gaaagaaaag 


1522 

<210> 5616 

<211> 507 

<212> PRT 

<2 13 > Homo sapiens 


<400> 5616 


Pro 

Ala 

Val 

Leu 

Ser 

Gly 

Tyr 

Phe 

Lys 

Gin 

Phe 

Gin 

Lys 

Ser 

Leu 

Pro 

1 




5 





10 





15 


Pro 

Arg 

Phe 

Gin 

Arg 

Gin 

Gin 

Glu 

Gin 

Met 

Lys 

Gin 

Gin 

Gin 

Trp 

Gin 




20 





25 





30 



Gin 

Gin 

Gin 

Gin 

Gin 

Gly 

Val 

Leu 

Pro 

Gin 

Thr 

Val 

Pro 

Ser 

Gin 

Pro 



35 





40 





45 




Ser 

Ser 

Ser 

Thr 

Val 

Pro 

Pro 

Pro 

Pro 

His 

Arg 

Pro 

Leu 

Tyr 

Gin 

Pro 


50 





55 





60 





Met 

Gin 

Pro 

His 

Pro 

Gin 

His 

Leu 

Ala 

Ser 

Met 

Gly 

Phe 

Asp 

Pro 

Arg 

65 





70 





75 





80 

Trp 

Leu 

Met 

Met 

Gin 

Ser 

Tyr 

Met 

Asp 

Pro 

Arg 

Met 

Met 

Ser 

Gly 

Arg 





85 





90 





95 


Pro 

Ala 

Met 

Asp 

He 

Pro 

Pro 

lie 

His 

Pro 

Gly 

Met 

lie 

Pro 

Pro 

Lys 




100 





105 





no 



Pro 

Leu 

Met 

Arg 

Arg 

Asp 

Gin 

Met 

Glu 

Gly 

Ser 

Pro 

Asn 

Ser 

Ser 

Glu 



115 





120 





125 




Ser 

Phe 

Glu 

His 

lie 

Ala 

Arg 

Ser 

Ala 

Arg 

Asp 

His 

Ala 

lie 

Ser 

Leu 


130 





135 





140 





Ser 

Glu 

Pro 

Arg 

Met 

Leu 

Trp 

Gly 

Ser 

Asp 

Pro 

Tyr 

Pro 

His 

Ala 

Glu 

145 





150 





155 





160 

Pro 

Gin 

Gin 

Ala 

Thr 

Thr 

Pro 

Lys 

Ala 

Thr 

Glu 

Glu 

Pro 

Glu 

Asp 

Val 
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165 





170 





175 


Arg 

Ser 

Glu 

Ala 

Ala 

Leu 

Asp 

Gin 

Glu 

Gin 

lie 

Thr 

Ala 

Ala 

Tyr 

Ser 




180 





185 





190 



Val 

Glu 

His 

Asn 

Gin 

Leu 

Glu 

Ala 

His 

Pro 

Lys 

Ala 

Asp 

Phe 

lie 

Arg 



195 





200 





205 




Glu 

Ser 

Ser 

Glu 

Ala 

Gin 

Val 

Gin 

Lys 

Phe 

Leu 

Ser 

Arg 

Ser 

Val 

Glu 


210 





215 





220 





Asp 

Val 

Arg 

Pro 

His 

His 

Thr 

Asp 

Ala 

Asn 

Asn 

Gin 

Ser 

Ala 

Cys 

Phe 

225 





230 





235 





240 

Glu 

Ala 

Pro 

Asp 

Gin 

Lys 

Thr 

Leu 

Ser 

Thr 

Pro 

Gin 

Glu 

Glu 

Arg 

lie 





245 





250 





255 


£er Ala 

Val 

Glu 

Ser 

Gin 

Pro 

Ser 

Arg 

Lys 

Arg 

Ser 

Val 

Ser 

His 

Gly 




260 





265 





270 



Ser 

Asn 

His 

Thr 

Gin 

Lys 

Pro 

Asp 

Glu 

Gin 

Arg 

Ser 

Glu 

Pro 

Ser 

Ala 



275 





280 





285 




Gly 

lie 

Pro 

Lys 

Val 

Thr 

Ser 

Arg 

Cys 

lie 

Asp 

Ser 

Lys 

Glu 

Pro 

lie 


290 





295 





300 





Glu Arg 

Pro 

Glu 

Glu 

Lys 

Pro 

Lys 

Lys 

Glu 

Gly 

Phe 

lie 

Arg 

Ser 

Ser 

305 





310 





315 





320 

Glu Gly 

Pro 

Lys 

Pro 

Glu 

Lys 

Val 

Tyr 

Lys 

Ser 

Lys 

Ser 

Glu 

Thr 

Arg 





325 





330 





335 


Trp Gly 

Pro 

Arg 

Pro 

Ser 

Ser 

Asn 

Arg 

Arg 

Glu 

Glu 

Val 

Asn Asp 

Arg 




340 





345 





350 



Pro 

Val 

Arg 

Arg 

Ser 

Gly 

Pro 

He 

Lys 

Lys 

Pro 

Val 

Leu 

Arg 

Asp 

Met 



355 





360 





365 




Lys 

Glu 

Glu 

Arg 

Glu 

Gin 

Arg 

Lys 

Glu 

Lys 

Glu 

Gly 

Glu 

Lys 

Ala 

Glu 


370 





375 





380 





Lys 

Val 

Thr 

Glu 

Lys 

Val 

Val 

Val 

Lys 

Pro 

Glu 

Lys 

Thr 

Glu 

Lys 

Lys 

385 





390 





395 





400 

Asp 

Leu 

Pro 

Pro 

Pro 

Pro 

Pro 

Pro 

Pro 

Gin 

Pro 

Pro 

Ala 

Pro 

lie 

Gin 





405 





410 





415 


Pro 

Gin 

Ser 

Val 

Pro 

Pro 

Pro 

lie 

Gin 

Pro 

Glu 

Ala 

Glu 

Lys 

Phe 

Pro 




420 





425 





430 



Ser 

Thr 

Glu 

Thr 

Ala 

Thr 

Leu 

Ala 

Gin 

Lys 

Pro 

Ser 

Gin 

Asp 

Thr 

Glu 



435 





440 





445 




Lys 

Pro 

Leu 

Glu 

Pro 

Val 

Ser 

Thr 

Val 

Gin 

Val 

Glu 

Pro 

Ala 

Val 

Lys 


450 





455 





460 





Thr 

val 

Asn 

Gin 

Gin 

Thr 

Met 

Ala 

Ala 

Pro 

Val 

Val 

Lys 

Glu 

Lys 

Glu 

465 





470 





475 





480 

Leu 

Gin Lys 

Lys 

Glu 

Arg 

Lys 

Gin 

Glu 

Lys 

Glu 

Lys 

Glu 

Leu 

Glu 

Arg 





485 





490 





495 


Gin Lys 

Glu 

Lys 

Glu 

Lys 

Glu 

Leu 

Gin 

Lys 

Lys 







500 505 

<210> 5617 

<211> 3480 

<212 > DNA 

<213 > Homo sapiens 

<400> 5617 

nactcaagct gaatgcttta ttgtaatctc ccaaatcctg tggatagcgc ttaaagatta 
60 

aataagtttt cgtaggttat actatcattt ttttttctga cttttagaaa aaaaatgatc 
120 
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atttacttga ttttttttaa 
180 

tgtttgtgtt ttcagccagt 
240 

accactgtaa atgaaatgag 
300 

accccaaaga gttttctaga 
360 

aatgaggtat ccgagaaaaa 
420 

gcctctcagg tgggagatct 
480 

agaaatcatg atgccgaagc 
540 

cgggaaaaga ccatcgctga 
600 

ttccagaaac agagagaatg 
660 

gctacagctg cactcaatac 
720 

aaccctccca tcgcagttac 
780 

ggaagagtgc ccaaagaccg 
840 

gattttttgc aagcattaat 
900 

gtggtgaatg aacactattt 
960 

tcttttgcag cagctggcct 
1020 

tactgtgatg tggagccaaa 
1080 

gctactgaaa aactagaggc 
1140 

gaaaagtcag agaagattcg 
1200 

acactctgtg gagatgttct 
1260 

aggcagtatc gccaggagct 
1320 

tccattccac taaccgaagg 
1380 

gccgcctgga ataacgaagg 
1440 

ctaacacact gtgagcgctg 
1500 

atcaagaata agtatggaat 
1560 

aatgccattg aaactgcttt 
1620 

acgatagatc cagtcctgga 
1680 

atcaggattg gagataaaga 
1740 


gttgtatttt taatttgaga 
gcacaaagac tctattagcc 
taccagatat taccagaatg 
acaaatatca ctgtttaaga 
agaacgcctg gtgaacggca 
aaaagccaga cttgcctctc 
tctgatcaca aagatcggcc 
tgctgaggag cgaaaggtga 
tgaagctgac ttactcaagg 
actcaacagg gtcaacctca 
caatgttact gcagccgtga 
aagttggaaa gcagctaaag 
taactatgac aaagagcaca 
gaaagaccca gagtttaatc 
gtgtgcctgg gtcatcaaca 
acgccaagca ttagcccaag 
tatcaggaaa aagcttgtgg 
ctggggtcaa tccattaagt 
tctcacggcg gcatttgtgt 
ggtgcactgc aagtgggttc 
cctggacttg atatccatgt 
actgcccagt gacagaatgt 
gcctctggtg atagatcccc 
ggacctgaaa gtcacacatt 
ggcctttggt gatgtcatct 
tccactactt ggcaggaaca 
atgtgaattt aacaagaact 


ggatttcaca tgaactgtaa 
ttttcatggc acatgttcac 
agagaagaca caactatacc 
acctgttgaa gaagaagcaa 
tccaaaagct aaaaaccaca 
aagaagccga gctgcaactg 
ttcagacgga gaaagtgagc 
cagccattca gactgaagtg 
ctgagcctgc actggtggct 
gtgagctgaa agcctttccc 
tggtccttct ggctcctcgg 
tcttcatggg aaaggttgat 
ttccagagaa ctgtctaaaa 
caaacctgat tcgaaccaaa 
tcattaaatt ctatgaggtc 
caaacttaga actggctgca 
tgagtgcaaa ctatgacatt 
cctttgaagc tcaagagaag 
cttacgtcgg acccttcaca 
cctttcttca acagaaggtt 
tgacggatga tgctacaatt 
ccaccgaaaa tgccgctatc 
agcaacaggg aattaagtgg 
tgggccagaa agggtttttg 
taattgaaaa tctcgaggaa 
caattaaaaa aggaaagtat 
ttcgccttat ccttcacaca 
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aaattggcaa atcctcacta 
1800 

acagtcacag aagatggtct 
1860 

ccagatttgg agaaacttaa 
1920 

ctcaagtatc tggaagacga 
1980 

gatgacacca aactggtaga 
2040 

cacaaggtga ttgaagccaa 
2100 

agaccagtgg cagcaagagc 
2160 

aaccccctct accaattctc 
2220 

caggctgaca aggtggaaga 
2280 

catgctgtct tcctctacac 
2340 

tcccagatgg cttttcagat 
2400 

ttcctgcttc gattcacagt 
2460 

cagtcatgga gtgctatcaa 
2520 

gatgtggaag gatctgccaa 
2580 

gaaaaattac ctcaagaatg 
2640 

gcaatgcgcc ctgacagaat 
2700 

gcgaagtatg tggagaggac 
2760 

gccaccccca tattcttcat 
2820 

cttggcaaaa gacttggctt 
2880 

caaggtcagg agacggtggc 
2940 

gtcatcctcc aaaatgttca 
3000 

gaaagattca gccaaggaag 
3060 

cctacaccag atgagcatat 
3120 

aatgaacccc caacagggat 
3180 

gtaagaaagc gaagcaggct 
3240 

ggcccagaat caacccaggc 
3300 

tgtggaaggg taggggtggg 
3360 


taagccggaa ttacaagctc 
agaagcccag ctgctggcag 
gttggtattg acaaagcacc 
tctccttttg cgcctttctg 
gagattggag gcaacaaaga 
agaaaatgaa agaaaaatca 
atctcttctt tattttgtta 
tttgaaggct tttaacgtgc 
catgcaggga cgcatctcta 
cagccaggcg ctgtttgaga 
tttgttgaga aagaaagaga 
tgaacacact catctgagtc 
ggcaattgcc gtcatggaag 
gcagtggagg aagtgggtag 
gaagaagaaa agtttaatac 
gacgtatgct ctcagaaatt 
cagattggac ttagttaaag 
cctgtctccg ggggtagatg 
tacaattgac tctggaaaat 
agaagtggcc ctggagaaag 
tttggtagcc aagtggctag 
ccacagagat tacagggttt 
catccctcaa ggactcctgg 
gctggccaat ttgcatgccg 
aggcagacaa tgaagtcaga 
atgtcattga gagggatgaa 
cgtgttttaa tctcttgaaa 


agacaactct cctcaatttc 
aggttgtcag tattgaaagg 
aaaatgattt taaaattgag 
cggcagaggg aagctttctg 
ccaccgtggc agagatagag 
acgaggcccg agaatgttac 
ttaatgacct ccaaaaaatc 
tgttccacag agcgatcgag 
tcctgatgga gagcatcacc 
aggacaagct caccttcctg 
tagaccctct tgaattggat 
ccgttgactt cctaacttct 
aatttcgagg catagaccga 
aatccgagtg tccagaaaaa 
agaagctgat tcttctgaga 
ttgtagagga aaaactgggt 
cattcgaaga aagcagccca 
cccttaaaga cctggagatt 
tccacaatgt gtctttagga 
cttccaaagg aggacactgg 
gaaccttgga gaagctcctt 
tcatgagtgc tgagtctgca 
aaaattccat taagatcact 
ccctgtacaa ctttgatcag 
gtcatctcac aagactgtgg 
gcaagttctt aatgttcgca 
gaattgcccc tgtcatttcc 
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gattctaatg accagtaaat atatttcagt ctcaccctaa cattaagaaa 
3420 

ctgtgtaggg aaagctaact aggtaacttc ttgaggaggt tgcttttttt 
3480 


acttcagcta 

tttttttttt 


<210> 5618 

<211> 1003 

<212> PRT 

<213> Homo sapiens 


<400> 5618 

His Lys Asp Ser lie Ser Leu Phe 
1 5 

Asn Glu Met Ser Thr Arg Tyr Tyr 
20 

Thr Thr Pro Lys Ser Phe Leu Glu 
35 40 

Leu Lys Lys Lys Gin Asn Glu Val 
50 55 

Asn Gly He Gin Lys Leu Lys Thr 
65 70 

Lys Ala Arg Leu Ala Ser Gin Glu 
85 

Asp Ala Glu Ala Leu lie Thr Lys 
100 

Ser Arg Glu Lys Thr lie Ala Asp 
115 120 

lie Gin Thr Glu Val Phe Gin Lys 
130 135 

Leu Lys Ala Glu Pro Ala Leu Val 
145 150 

Leu Asn Arg Val Asn Leu Ser Glu 
165 

lie Ala Val Thr Asn Val Thr Ala 
180 

Arg Gly Arg Val Pro Lys Asp Arg 
195 200 

Met Gly Lys Val Asp Asp Phe Leu 
210 215 

Glu His lie Pro Glu Asn Cys Leu 
225 230 

Lys Asp Pro Glu Phe Asn Pro Asn 
245 

Ala Ala Gly Leu Cys Ala Trp Val 
260 

Val Tyr Cys Asp Val Glu Pro Lys 
275 280 

Leu Glu Leu Ala Ala Ala Thr Glu 


Met Ala His Val His Thr Thr Val 
10 15 

Gin Asn Glu Arg Arg His Asn Tyr 
25 30 

Gin lie Ser Leu Phe Lys Asn Leu 
45 

Ser Glu Lys Lys Glu Arg Leu Val 
60 

Thr Ala Ser Gin Val Gly Asp Leu 
75 80 
Ala Glu Leu Gin Leu Arg Asn His 
90 95 

lie Gly Leu Gin Thr Glu Lys Val 
105 HO 

Ala Glu Glu Arg Lys Val Thr Ala 
125 

Gin Arg Glu Cys Glu Ala Asp Leu 
140 

Ala Ala Thr Ala Ala Leu Asn Thr 
155 150 

Leu Lys Ala Phe Pro Asn Pro Pro 
170 175 

Ala Val Met Val Leu Leu Ala Pro 
185 190 

Ser Trp Lys Ala Ala Lys Val Phe 
205 

Gin Ala Leu lie Asn Tyr Asp Lys 
220 

Lys Val Val Asn Glu His Tyr Leu 
235 240 

Leu lie Arg Thr Lys Ser Phe Ala 
250 255 

lie Asn lie lie Lys Phe Tyr Glu 
265 270 

Arg Gin Ala Leu Ala Gin Ala Asn 
285 

Lys Leu Glu Ala He Arg Lys Lys 


290 295 300 

Leu Val Val Ser Ala Asn Tyr Asp lie Glu Lys Ser Glu Lys lie Arg 

305 310 315 320 

Trp Gly Gin Ser lie Lys Ser Phe Glu Ala Gin Glu Lys Thr Leu Cys 

325 330 335 

Gly Asp Val Leu Leu Thr Ala Ala Phe Val Ser Tyr Val Gly Pro Phe 
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340 

Thr Arg Gin Tyr Arg Gin Glu Leu 
355 360 

Leu Gin Gin Lys Val Ser He Pro 
370 375 

Ser Met Leu Thr Asp Asp Ala Thr 
385 390 

Leu Pro Ser Asp Arg Met Ser Thr 
405 

Cys Glu Arg Trp Pro Leu Val lie 
420 

Trp lie Lys Asn Lys Tyr Gly Met 
435 440 

Gin Lys Gly Phe Leu Asn Ala lie 
450 455 

Val lie Leu lie Glu Asn Leu Glu 
465 470 

Pro Leu Leu Gly Arg Asn Thr lie 
485 

Gly Asp Lys Glu Cys Glu Phe Asn 
500 

Thr Lys Leu Ala Asn Pro His Tyr 
515 520 

Thr Leu Leu Asn Phe Thr Val Thr 
530 535 

Leu Ala Glu Val Val Ser lie Glu 
545 550 

Leu Val Leu Thr Lys His Gin Asn 
565 

Leu Glu Asp Asp Leu Leu Leu Arg 
580 

Leu Asp Asp Thr Lys Leu Val Glu 
595 600 

Val Ala Glu lie Glu His Lys Val 
610 615 

Lys lie Asn Glu Ala Arg Glu Cys 
625 630 

Ser Leu Leu Tyr Phe Val lie Asn 
645 

Tyr Gin Phe Ser Leu Lys Ala Phe 
660 

Glu Gin Ala Asp Lys Val Glu Asp 
675 680 

Met Glu Ser lie Thr His Ala Val 
690 695 

Phe Glu Lys Asp Lys Leu Thr Phe 
705 710 

Leu Leu Arg Lys Lys Glu lie Asp 
725 

Arg Phe Thr Val Glu His Thr His 
740 

Ser Gin Ser Trp Ser Ala lie Lys 
755 760 

Arg Gly lie Asp Arg Asp Val Glu 


345 350 

Val His Cys Lys Trp Val Pro Phe 
365 

Leu Thr Glu Gly Leu Asp Leu lie 
380 

lie Ala Ala Trp Asn Asn Glu Gly 
395 400 

Glu Asn Ala Ala lie Leu Thr His 
410 415 

Asp Pro Gin Gin Gin Gly lie Lys 
425 430 

Asp Leu Lys Val Thr His Leu Gly 
445 

Glu Thr Ala Leu Ala Phe Gly Asp 
460 

Glu Thr lie Asp Pro Val Leu Asp 
475 480 

Lys Lys Gly Lys Tyr lie Arg lie 
490 495 

Lys Asn Phe Arg Leu lie Leu His 
505 510 

Lys Pro Glu Leu Gin Ala Gin Thr 
525 

Glu Asp Gly Leu Glu Ala Gin Leu 
540 

Arg Pro Asp Leu Glu Lys Leu Lys 
555 560 

Asp Phe Lys lie Glu Leu Lys Tyr 
570 575 

Leu Ser Ala Ala Glu Gly Ser Phe 
585 590 

Arg Leu Glu Ala Thr Lys Thr Thr 
605 

lie Glu Ala Lys Glu Asn Glu Arg 
620 

Tyr Arg Pro Val Ala Ala Arg Ala 
635 640 

Asp Leu Gin Lys lie Asn Pro Leu 
650 655 

Asn Val Leu Phe His Arg Ala lie 
665 670 

Met Gin Gly Arg lie Ser lie Leu 
685 

Phe Leu Tyr Thr Ser Gin Ala Leu 
700 

Leu Ser Gin Met Ala Phe Gin lie 
715 720 

Pro Leu Glu Leu Asp Phe Leu Leu 
730 735 

Leu Ser Pro Val Asp Phe Leu Thr 
745 750 

Ala lie Ala Val Met Glu Glu Phe 
765 

Gly Ser Ala Lys Gin Trp Arg Lys 
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770 775 780 

Trp Val Glu Ser Glu Cys Pro Glu Lys Glu Lys Leu Pro Gin Glu Trp 

785 790 795 800 

Lys Lys Lys Ser Leu lie Gin Lys Leu .lie Leu Leu Arg Ala Met Arg 

805 810 815 

Pro Asp Arg Met Thr Tyr Ala Leu Arg Asn Phe Val Glu Glu Lys Leu 

820 825 830 

Gly Ala Lys Tyr Val Glu Arg Thr Arg Leu Asp Leu Val Lys Ala Phe 

835 840 845 

Glu Glu Ser Ser Pro Ala Thr Pro lie Phe Phe lie Leu Ser Pro Gly 

850 855 860 

Val Asp Ala Leu Lys Asp Leu Glu lie Leu Gly Lys Arg Leu Gly Phe 

865 870 875 880 

Thr lie Asp Ser Gly Lys Phe His Asn Val Ser Leu Gly Gin Gly Gin 

885 890 895 

Glu Thr Val Ala Glu Val Ala Leu Glu Lys Ala Ser Lys Gly Gly His 

900 905 910 

Trp Val He Leu Gin Asn Val His Leu Val Ala Lys Trp Leu Gly Thr 

915 920 925 

Leu Glu Lys Leu Leu Glu Arg Phe Ser Gin Gly Ser His Arg Asp Tyr 

930 935 940 

Arg Val Phe Met Ser Ala Glu Ser Ala Pro Thr Pro Asp Glu His lie 

945 950 955 960 

lie Pro Gin Gly Leu Leu Glu Asn Ser lie Lys lie Thr Asn Glu Pro 

965 970 975 

Pro Thr Gly Met Leu Ala Asn Leu His Ala Ala Leu Tyr Asn Phe Asp 

980 985 990 

Gin Val Arg Lys Arg Ser Arg Leu Gly Arg Gin 

995 1000 

<210> 5619 
<211> 1219 
<212> DNA 

<213 > Homo sapiens 
<400> 5619 

aagccggaga gctggagctt tgaagccacc ccggtcaaag gatgctgagt ccggagcgcc 
60 

tagccctacc ggactacgag tatctggctc agcgacatgt cctcacctac atggaggatg 
120 

cagtgtgcca gctgctagaa aacagggaag atattagcca atatggaatt gccaggttct 
180 

tcactgaata ttttaacagt gtatgccagg gaacacacat tctctttcga gaattcagct 
240 

tcgtccaagc caccccccac aatagggtat catttttacg ggccttctgg agatgcttcc 
300 

gaactgtggg caaaaatggc gatttgctga ccatgaaaga atatcactgt ttgctgcaat 
360 

tactgtgtcc tgatttcccg ctggagctca ctcagaaagc agccaggatt gtgctcatgg 
420 

acgatgccat ggactgcttg atgtcttttt cagatttcct ctttgccttc cagatccagt 
480 

tttactactc agaattcctg gacagtgtgg ctgccatcta tgaggacctg ctgtcaggca 
540 
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agaaccccaa cacagtgatt 
600 

ccttgggcgg ggccggcacg 
660 

aaaacctgtg tgatcggcac 
720 

tcagcaatgt tcagagactg 
780 

gaatcaacca agccctcggt 
840 

acacagggag cagctggcct 
900 

tctctgcctt gacttcccag 
960 

acatggctct tacacattcc 
1020 

aacatgaaac cacctcccca 
1080 

tgctttgggg agcagcctgc 
1140 

agattatata tcagagagac 
1200 

agaccttttt tccaagctg 
1219 

<210 > 5620 
<211> 333 
<212> PRT 

<213> Homo sapiens 

<400> 5620 
Met Leu Ser Pro Glu Arg 
1 5 

Gin Arg His Val Leu Thr 
20 

Glu Asn Arg Glu Asp lie 
35 

Glu Tyr Phe Asn Ser Val 
50 

Phe Ser Phe Val Gin Ala 
65 70 

Ala Phe Trp Arg Cys Phe 
85 

Thr Met Lys Glu Tyr His 
100 

Pro Leu Glu Leu Thr Gin 
' 115 

Ala Met Asp Cys Leu Met 
130 

lie Gin Phe Tyr Tyr Ser 
145 150 

Glu Asp Leu Leu Ser Gly 
165 

Ser Ser Ser Gly Gin His 


gtgccgacgt cgtccagtgg 
ctggagggcg tggaggcgtc 
aagtacagct gcccaccccc 
accttctatg gattcctcat 
aagtcagagc taagcagccg 
ctgttagcaa cacggctcca 
ggccggactc aatcccaggg 
catggtaggg gacagccctc 
tagcagaagc gcccagcccc 
aggtcgggca gacacaggac 
ctgaatccca tttataaaca 


Leu Ala Leu Pro Asp 
10 

Tyr Met Glu Asp Ala 
25 

Ser Gin Tyr Gly lie 
40 

Cys Gin Gly Thr His 
55 

Thr Pro His Asn Arg 
75 

Arg Thr Val Gly Lys 
90 

Cys Leu Leu Gin Leu 
105 

Lys Ala Ala Arg lie 
120 

Ser Phe Ser Asp Phe 
135 

Glu Phe Leu Asp Ser 
155 

Lys Asn Pro Asn Thr 
170 

Arg Gin Arg Pro Ala 


gcagcaccgc caacgacctg 
gctgttctac cagtgtctgg 
agcacttgtc aaagaggccc 
ggctctctca aagcaccgtg 
tcagcctctc ctgccgcaca 
gaggggaagg ggcatcacca 
agcaggaata tggcgacaaa 
cctgcctgca gccctgcccc 
tcctcagaga accccagctc 
tatttactca gtgacgctag 
aggcaaaggt gtgtctgcgg 


Tyr Glu Tyr Leu Ala 
15 

Val Cys Gin Leu Leu 
30 

Ala Arg Phe Phe Thr 
45 

lie Leu Phe Arg Glu 
60 

Val Ser Phe Leu Arg 
80 

Asn Gly Asp Leu Leu 
95 

Leu Cys Pro Asp Phe 
110 

Val Leu Met Asp Asp 
125 

Leu Phe Ala Phe Gin 
140 

Val Ala Ala He Tyr 
160 

Val lie Val Pro Thr 
175 

Leu Gly Gly Ala Gly 
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180 


Thr 

Leu 

Glu 

Gly Val 

Glu 

Ala 

Ser 



195 





200 

Leu Cys 

Asp 

Arg 

His 

Lys 

Tyr 

Ser 


210 





215 


Glu 

Ala 

Leu 

Ser 

Asn 

Val 

Gin 

Arg 

225 





230 



Ala 

Leu 

Ser 

Lys 

His 

Arg 

Gly 

He 





245 




Leu 

Ser 

Ser 

Arg 

Gin 

Pro 

Leu 

Leu 




260 





Pro 

Leu 

Leu 

Ala 

Thr 

Arg 

Leu 

Gin 



275 





280 

Ala 

Leu 

Thr 

Ser 

Gin 

Gly 

Arg 

Thr 


290 





295 


Arg 

Gin 

Asn 

Met 

Ala 

Leu 

Thr 

His 

305 





310 



Leu 

Pro 

Ala 

Ala 

Leu 

Pro 

Gin 

His 


325 

<210> 5621 
<211> 456 
<212> DNA 

<213> Homo sapiens 


185 





190 



Leu 

Phe 

Tyr 

Gin 

Cys 

Leu 

Glu 

Asn 





205 




Cys 

Pro 

Pro 

Pro 

Ala 

Leu 

Val 

Lys 



220 





Leu 

Thr 

Phe 

Tyr 

Gly 

Phe 

Leu 

Met 



235 





240 

Asn 

Gin 

Ala 

Leu 

Gly 

Lys 

Ser 

Glu 


250 





255 


Pro 

His 

Asn 

Thr 

Gly 

Ser 

Ser Trp 

265 





270 



Arg Gly 

Arg Gly 

lie 

Thr 

lie 

Ser 





285 




Gin 

Ser 

Gin Gly 

Ala 

Gly 

He 

Trp 




300 





Ser 

His 

Gly Arg 

Gly 

Gin 

Pro 

Ser 



315 





320 

Glu 

Thr 

Thr 

Ser 

Pro 





330 








<400> 5621 

tttttgtgaa atagaattta ttgtggctct gattatgtac acgtgagatg gcctggctgg 
60 

gccggccggg ctcacatggt ttgtacaata aatacatctg tggggcgggc tctccgcagc 
120 

cgggaagggc caccgccacg gttcagtcca gcttccgggc tcccagcttc atggggccct 
180 

tggccacctt cctctcggcg cgtttggcct ccatctcccg ccgccgctcc tcgcgcttct 
240 

tccgggccag ctcagccttg acctgtcctg ggtgctggga cgtgcagaca gggtagcgaa 

300 _ ^ 

ggggtcgocc ttgtcgctgg actctgggcc accccagtta tactcgctgg ccagccgtgt 

360 

accgtcagga ggtggctcct gggagcttgg ctgaacccgt ggcggtggcc cttcccggct 
420 

gcggagagcc cgccccacag atgtatttat tgtaca 
456 


<210> 5622 
<211> 82 
<212> PRT 

<213> Homo sapiens 
<400> 5622 

Met Ala Trp Leu Gly Arg Pro Gly Ser His Gly Leu Tyr Asn Lys Tyr 
15 10 15 

He Cys Gly Ala Gly Ser Pro Gin Pro Gly Arg Ala Thr Ala Thr Val 
20 25 30 

Gin Ser Ser ..Phe Arg Ala Pro Ser Phe Met Gly Pro Leu Ala Thr Phe 
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35 

Leu Ser Ala Arg Leu Ala 
50 

Phe Arg Ala Ser Ser Ala 
65 70 

Thr Gly 


40 45 

Ser He Ser Arg Arg Arg Ser Ser Arg Phe 
55 6° 

Leu Thr Cys Pro Gly Cys Trp Asp Val Gin 
75 80 


<210> 5623 

<211> 357 

<212> DNA 

<213> Homo sapiens 

<400> 5623 

nctggaagaa ctcgtcatgc tctttgtagc gtggtgcttc tgttgctcac aggacaactt 
60 

gcctttgatg attttcaaga gagttgtgct atgatgtggc aaaagtatgc aggaagcagg 
120 

cggtcaatgc ctctgggagc aaggatcctt ttccacggtg tgttctatgc cgggggcttt 
1B0 

gccattgtgt attacctcat tcaaaagttt cattccaggg ctttatatta caagttggca 
240 

gtggagcagc tgcagagcca tcccgaggca caggaagctc tgggccctcc tctcaacatc 
300 

cattatctca agctcatcga cagggaaaac ttcgtggaca ttgttgatgc caagttg 
357 

<210> 5624 
< 211 > 88 
<2 12> PRT 

<213 > Homo sapiens 
<4 00> 5624 

Met Trp Gin Lys Tyr Ala Gly Ser Arg Arg Ser Met 
1 5 10 

Arg lie Leu Phe His Gly Val Phe Tyr Ala Gly Gly 
20 25 

Tyr Tyr Leu He Gin Lys Phe His Ser Arg Ala Leu 
35 40 

Ala Val Glu Gin Leu Gin Ser His Pro Glu Ala Gin 
50 55 60 

Pro Pro Leu Asn lie His Tyr Leu Lys Leu lie Asp 
65 70 75 

Val Asp lie Val Asp Ala Lys Leu 
85 

<210> 5625 
<211> 1017 
<212> DNA 

<213> Homo sapiens 
<400> 5625 

gccgactcgt ggtacctggc gcttctgggc ttcgctgagc acttccgcac ttccagcccg 
60 


Pro Leu Gly Ala 
15 

Phe Ala lie Val 
30 

Tyr Tyr Lys Leu 
45 

Glu Ala Leu Gly 

Arg Glu Asn Phe 
80 
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cccaaaatcc gcctgtgcgt gcactgcctg caggccgtgt tccccttcaa gccgccgcag 
120 

cgcatcgagg cccgtacaca cctgcagctg ggctccgttc tctatcacca caccaagaac 
180 

agcgagcagg cgcgcagcca cctggagaag gcgtggttga tatcacagca aatcccacag 
240 

ttcgaagatg ttaaatttga agcagcaagt ctgttgtctg aattgtactg tcaagagaat 
300 

tccgttgatg cagcaaagcc gctgctgcgg aaggcgatcc agatctcaca gcagacccca 
360 

tattggcact gccgcctgct cttccagctc gctcaactgc acacgcttga gaaggacctg 
420 

gtgtcggcct gtgacctcct gggtgtaggg gccgagtacg cccgggtggt gggatctgaa 
480 

tacacacggg cgctgttcct cctcagcaag gggatgctgc tgctgatgga gcgaaagctg 
540 

caggaggtgc acccgctgct gaccctctgc gggcagatcg tggagaactg gcaggggaac 
600 

cccatccaga aggagtcgct gcgtgtcttc ttcctggtgc tccaggtcac ccactatctg 
66 0 

gatgccgggc aggtgaagag cgtgaagccg tgtctgaagc agctgcagca gtgcatccag 
720 

accatctcca cactgcacga tgatgagatc ctgcccagca accccgctga cctcttccac 
780 

tggctgccca aggagcacat gtgtgtgctt gtctacctgg tgactgtgat gcactccatg 
840 

caggccggct acctggagaa. ggcgcagaag tacacggaca aggccctcat gcagctggag 
900 

aagctcaaga tgctggactg cagccccatc ctgtcatcct tccaagtgat cctgctggag 
960 

cacatcatca tgtgccgcct tgtcacgggt cacaaggcca cggcgctgca ggagatc 
1017 

<210> 5626 
<211> 339 
<212> PRT 

<2 13 > Homo sapiens 
<400> 5626 


Ala Asp 

Ser 

Trp 

Tyr 

Leu 

Ala 

Leu 

Leu 

Gly 

Phe 

Ala 

Glu 

His 

Phe 

Arg 

l 




5 





10 





15 


Thr 

Ser 

Ser 

Pro 

Pro 

Lys 

lie 

Arg 

Leu 

Cys 

Val 

His 

Cys 

Leu 

Gin 

Ala 




20 





25 





30 



Val 

Phe 

Pro 

Phe 

Lys 

Pro 

Pro 

Gin 

Arg 

lie 

Glu 

Ala 

Arg 

Thr 

His 

Leu 



35 





40 





45 




Gin 

Leu 

Gly 

Ser 

Val 

Leu 

Tyr 

His 

His 

Thr 

Lys 

Asn 

Ser 

Glu 

Gin 

Ala 


50 





55 





60 





Arg Ser 

His 

Leu 

Glu 

Lys 

Ala 

Trp 

Leu 

lie 

Ser 

Gin 

Gin 

lie 

Pro 

Gin 

65 





70 





75 





80 

Phe 

Glu 

Asp 

Val 

Lys 

Phe 

Glu 

Ala 

Ala 

Ser 

Leu 

Leu 

Ser 

Glu 

Leu 

Tyr 





85 





90 





95 


Cys 

Gin 

Glu 

Asn 

Ser 

Val 

Asp 

Ala 

Ala 

Lys 

Pro 

Leu 

Leu 

Arg 

Lys 

Ala 




100 





105 





110 



He 

Gin 

lie 

Ser 

Gin 

Gin 

Thr 

Pro 

Tyr 

Trp 

His 

Cys 

Arg 

Leu 

Leu 

Phe 
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115 120 125 


Gin 

Leu 

Ala 

Gin 

Leu 

His 

Thr 

Leu 

Glu 

Lys 

Asp 

Leu 

val 

Ser 

Ala 

Cys 


130 





135 





140 





Asp 

Leu 

Leu Gly Val 

Gly 

Ala 

Glu Tyr 

Ala 

Arg Val 

Val Gly 

Ser 

Glu 

145 





150 





155 





160 

Tyr 

Thr 

Arg Ala 

Leu 

Phe 

Leu 

Leu 

Ser 

Lys 

Gly 

Met 

Leu 

Leu 

Leu 

Met 




165 





170 





175 


Glu Arg 

Lys 

Leu 

Gin 

Glu 

Val 

His 

Pro 

Leu 

Leu 

Thr 

Leu Cys Gly 

Gin 




180 





185 





190 



He 

Val 

Glu 

Asn 

Trp 

Gin 

Gly 

Asn 

Pro 

lie 

Gin Lys 

Glu 

Ser 

Leu 

Arg 



195 





200 





205 




Val 

Phe 

Phe 

Leu 

Val 

Leu 

Gin 

Val 

Thr 

His 

Tyr 

Leu 

Asp Ala Gly 

Gin 


210 





215 





220 





Val 

Lys 

Ser 

Val 

Lys 

Pro 

Cys 

Leu 

Lys 

Gin 

Leu 

Gin 

Gin 

Cys 

lie 

Gin 

225 





230 





235 





240 

Thr 

lie 

Ser 

Thr 

Leu 

His 

Asp 

Asp 

Glu 

lie 

Leu 

Pro 

Ser 

Asn 

Pro 

Ala 





245 





250 





255 


Asp 

Leu 

Phe 

His 

Trp 

Leu 

Pro 

Lys 

Glu 

His 

Met 

Cys 

Val 

Leu 

Val 

Tyr 




260 





265 





270 



Leu 

Val 

Thr 

Val 

Met 

His 

Ser 

Met 

Gin 

Ala 

Gly Tyr 

Leu 

Glu 

Lys 

Ala 



275 





280 





285 




Gin 

Lys 

Tyr 

Thr 

Asp 

Lys 

Ala 

Leu 

Met 

Gin 

Leu 

Glu 

Lys 

Leu Lys 

Met 


290 





295 





300 





Leu Asp 

Cys 

Ser 

Pro 

lie 

Leu 

Ser 

Ser 

Phe 

Gin 

Val 

lie 

Leu 

Leu 

Glu 

305 





310 





315 





320 

His 

lie 

lie 

Met 

Cys 

Arg 

Leu 

Val 

Thr 

Gly 

His 

Lys 

Ala 

Thr 

Ala 

Leu 





325 





330 





335 



Gin Glu lie 


<210> 5627 
<211> 1401 
<212> DNA 

<213 > Homo sapiens 
<400> 5627 

nctctcacac tgtggaattc tctctatcag cctcaaagtc cagatttgga aagggagtct 
60 

cagcgagggg cagcagctgg cccaacccgg aggcagagcg gcaactgaac tctagccgga 
120 

aagagccagg gttatgtgca catgggaggt ggggaggaca ggggctgtat gtgaccctca 
180 

catctgttcc tcgcgcccca gatggcttct gctgcctgct ccatggaccc catcgacagc 
240 

tttgagctcc tggatctcct gtttgaccgg caggacggca tcctgagaca cgtggagctg 
300 

ggcgagggct ggggtcacgt caaggaccag gtcctgccaa accccgactc tgacgacttc 
360 

ctcagctcca tcctgggctc tggagactca ctgcccagct ccccactctg gtcccccgaa 
420 

ggcagtgata gtggcatctc cgaagacctc ccctccgacc cccaggacac ccctccacgc 
480 

agcggaccag ccacctcccc cgccggctgc catcctgccc agcctggcaa ggggccctgc 
540 
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ctctcctatc atcctggcaa 
600 

cagcatcacc tgggggcctc 
660 

gtgctcaccg aggatgagaa 
720 

ctgcccctca ctaagtacga 
780 

aagcagtcgg cgcaagaaag 
840 

cggtcctgtt gctgtccttt 
900 

acaaaaccga gagccctggg 
960 

acgatgctgc ctcccgcgtg 
1020 

gacccgaggc tgacacaacc 
1080 

tccaggacac cgcgaacctg 
1140 

tgaggaatgc aacagagggg 
. 1200 

cgagcactgg ctcaggacgt 
1260 


ctcttgctcc accacaaccc 
ctacctcctg cgacctgggg 
gaagctgctg gctaaagaag 
ggagcgagtg ctgaaaaaaa 
caggaagaag aagaaggaat 
gccctcatca tcctcccctc 
gactttgcgc ctgtacgagt 
gctgctgatg ctgtgccagg 
cgagaagagt ctccaggaag 
accaattcga cggaggagct 
ctgggccagg tcgccctgct 
gcagggctgg aggcggcggg 


cagggccagt gatccaacaa 
ctgggcactg tcaggagctg 
gcatcaccct gcccactcag 
tccgccggaa aatccggaac 
atatcgatgg cctggagact 
catcagccct tttggcccca 
gttctccaga actttgcaca 
ctccgaggcc ccaggacccc 
ccccggggca gactggggct 
ggacaacgcc accctggtcc 
ggactgggtg gcgcctgggc 
agacgagctg tgagccccac 


caggactatg ctcccaggcc cctctgccca ggggtgcctt ggggatgctg cactgggcag 
1320 

ctacccacct ggggatggga cgtgaggcca agaccccagc agagatgcca gaatggggga 
1300 

ggcacagctc atagccacac a 
1401 

<210> 5628 
<211> 299 
<212> PRT 

<213> Homo sapiens 


<4 00> 5628 


Met 

Ala 

Ser 

Ala 

Ala 

Cys 

Ser 

Met 

Asp 

Pro 

lie 

Asp 

Ser 

Phe 

Glu 

Leu 

1 




5 





10 





15 


Leu 

Asp 

Leu 

Leu 

Phe 

Asp 

Arg 

Gin 

Asp 

Gly 

lie 

Leu 

Arg 

His 

Val 

Glu 




20 





25 





30 



Leu 

Gly 

Glu 

Gly 

Trp 

Gly 

His 

Val 

Lys 

Asp 

Gin 

Val 

Leu 

Pro 

Asn 

Pro 



35 





40 





45 




Asp 

Ser 

Asp 

Asp 

Phe 

Leu 

Ser 

Ser 

lie 

Leu 

Gly 

Ser 

Gly 

Asp 

Ser 

Leu 


50 





55 





60 





Pro 

Ser 

Ser 

Pro 

Leu 

Trp 

Ser 

Pro 

Glu 

Gly 

Ser 

Asp 

Ser 

Gly 

lie 

Ser 

65 





70 





75 





80 

Glu 

Asp 

Leu 

Pro 

Ser 

Asp 

Pro 

Gin 

Asp 

Thr 

Pro 

Pro 

Arg 

Ser 

Gly 

Pro 





85 





90 





95 


Ala 

Thr 

Ser 

Pro 

Ala 

Gly 

Cys 

His 

Pro 

Ala 

Gin 

Pro 

Gly 

Lys 

Gly 

Pro 




100 





105 





110 



Cys 

Leu 

Ser 

Tyr 

His 

Pro 

Gly 

Asn 

Ser 

Cys 

Ser 

Thr 

Thr 

Thr 

Pro 

Gly 



115 





120 





125 




Pro 

Val 

He 

Gin 

Gin 

Gin 

His 

His 

Leu 

Gly 

Ala 

Ser 

Tyr 

Leu 

Leu 

Arg 
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130 





135 





140 





Pro 

Gly 

Ala 

Gly 

His 

Cys 

Gin 

Glu 

Leu 

Val 

Leu 

Thr 

Glu 

Asp 

Glu 

Lys 

145 




150 





155 





160 

Lys 

Leu 

Leu 

Ala 

Lys 

GlU 

Gly 

He 

Thr 

Leu 

Pro 

Thr 

Gin 

Leu 

Pro 

Leu 




165 





170 





175 


Thr 

Lys 

Tyr 

Glu 

Glu 

Arg 

Val 

Leu 

Lys 

Lys 

lie 

Arg 

Arg 

Lys 

lie 

Arg 




180 





185 





190 



Asn 

Lys 

Gin 

Ser 

Ala 

Gin 

Glu 

Ser 

Arg 

Lys 

Lys 

Lys 

Lys 

Glu 

Tyr 

lie 



195 





200 





205 




Asp 

Gly 

Leu 

Glu 

Thr 

Arg 

Ser 

Cys 

Cys 

Cys 

Pro 

Leu 

Pro 

Ser 

Ser 

Ser 


210 





215 





220 





Ser 

Pro 

Pro 

Ser 

Ala 

Leu 

Leu 

Ala 

Pro 

Thr 

Lys 

Pro 

Arg 

Ala 

Leu 

Gly 

225 





230 





235 





240 

Thr 

Leu 

Arg 

Leu 

Tyr 

Glu 

Cys 

Ser 

Pro 

Glu 

Leu 

Cys 

Thr 

Thr 

Met 

Leu 





245 





250 





255 


Pro 

Pro 

Ala 

Trp 

Leu 

Leu 

Met 

Leu 

Cys 

Gin 

Ala 

Pro 

Arg 

Pro 

Gin 

Asp 




260 





265 





270 



Pro 

Asp 

Pro 

Arg 

Leu 

Thr 

Gin 

Pro 

Glu 

Lys 

Ser 

Leu 

Gin 

Glu 

Ala 

Pro 



275 





280 





285 




Gly 

Gin 

Thr 

Gly 

Ala 

Ser 

Arg 

Thr 

Pro 

Arg 

Thr 







290 





295 











<210> 5629 

<211> 428 

<212 > DNA 

<213 > Homo sapiens 

<400> 5629 

gtgcacgacc ccactgaatc atcccacaac catggatggg agacacactc agtctccttt 
60 

aacagaagat aaagctgggg cttacagaga atgtacaact tggcccaggg cacaccagtt 
120 

agccatcagg ggcagngctg ctattcaggt ctgggactgt gggactccag agcccatgtt 
180 

ttttacgagg atgccatact gccacaatgg atggtgtctt tatctcctga tatatgattg 
240 

tgtgttggga ggcgtggggt ggcagctgga agaatggaga ggcatatttg tggaggatct 
300 

tcccccattc tctgctaccc tctcttggag ctcccagttc catctgagaa attatctact 
360 

ctgagaaatc gtcacaacac agcatggttg tgagtgcagt ggcagaagcc tgtgcctggt 
420 

tgtatggg 

428 

<210> 5630 
< 211 > 110 
<212> PRT 
<213> Homo sapiens 

<400> 5630 

Met Asp Gly Arg His Thr Gin Ser Pro Leu Thr Glu Asp Lys Ala Gly 
15 10 15 

Ala Tyr Arg Glu Cys Thr Thr Trp Pro Arg Ala His Gin Leu Ala lie 
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20 25 

Arg Gly Xaa Ala Ala lie Gin Val Trp Asp Cys Gly Thr 
35 40 45 

Met Phe Phe Thr Arg Met Pro Tyr Cys His Asn Gly Trp 
50 55 60 

Leu Leu lie Tyr Asp Cys Val Leu Gly Gly Val Gly Trp 
65 70 75 

Glu Trp Arg Gly He Phe Val Glu Asp Leu Pro Pro Phe 
85 90 

Leu Ser Trp Ser Ser Gin Phe His Leu Arg Asn Tyr Leu 
100 105 


30 

Pro Glu Pro 

Cys Leu Tyr 

Gin Leu Glu 
80 

Ser Ala Thr 
95 

Leu 

110 


<210> 5631 
<211> 783 
<212> DNA 

<213> Homo sapiens 


<400> 5631 

acgcgtgccc agcacatgtg tgcacacgca gatgcaggag agaacacaca ccaccgtctc 
60 

tttgcacacg tgtgcccctg tccggcccgg ggggctcatc tctccttcac ggagagaatt 
120 

ctttttatta cgagtgaaca gatgaactaa ggtaagcggg tctcagcctt ccgctggtgc 
180 

agcatctcca cgcagggcct cagccccgtc ctggccttgc ctgaggactg caccatgggt 
240 

gttccttggg catggaggag gcagcaggaa ggggtgacag gagcaggagc aggtgcaggg 
300 

cacctcacac cacaggcctc ccccacctct gagctgccaa cagccaagac tcctggcgag 
360 

gccgggagag gaggggtgag agggaaggag ggtctctgtg aaagcaagcc ccacccccag 
420 

agcagagcag agacccaggt ctgcaaatca caccctcccc ccacgagttc ctcctttgag 
480 

gccagcagca cccgagggag ggcaggggct gcacagagac cagagaaagg aaaaccccac 
540 

agaagaaaac tcaaagcatc agtcccatgc gtgtctgctg aacgagtgaa tgggcccaaa 
600 

ggctcttctc tacaaacggc acgcatccat ccgacagggg gccacaggac acggccgggg 
660 

ccgtctgcgt ctgtgcctgt gcagcccaca ccagtgcagc ccggggccct ctcagacctc 
720 

accacacgcg tgcccagcac atgtgtgcac acgcagatgc aggagagaac acacaccacc 

780 

gtc 

783 

<210> 5632 
<211> 183 
<212> PRT 

<213 > Homo sapiens 
<400> 5632 

Met Gly Val Pro Trp Ala Trp Arg Arg Gin Gin Glu Gly Val Thr Gly 
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15 10 

Ala Gly Ala Gly Ala Gly His Leu Thr Pro 
20 25 

Glu Leu Pro Thr Ala Lys Thr Pro Gly Glu 
35 40 

Arg Gly Lys Glu Gly Leu Cys Glu Ser Lys 
50 55 

Ala Glu Thr Gin Val Cys Lys Ser His Pro 
65 70 

Phe Glu Ala Ser Ser Thr Arg Gly Arg Ala 
85 90 

Glu Lys Gly Lys Pro His Arg Arg Lys Leu 
100 105 

Val Ser Ala Glu Arg Val Asn Gly Pro Lys 
115 120 

Ala Arg lie His Pro Thr Gly Gly His Arg 
130 135 

Ala Ser Val Pro Val Gin Pro Thr Pro Val 
145 150 

Asp Leu Thr Thr Arg Val Pro Ser Thr Cys 
165 170 

Glu Arg Thr His Thr Thr Val 
180 

<210> 5633 
<211 > 2181 
<212> DNA 

<213> Homo sapiens 
<400> 5633 

gccaatgtcc ctgtggccac tcagctgaga ccgagggcga cctgggcagc tgcgggtgtc 
60 

tgtcacctcc gtgtcccaca tagatgccag gctctgcttc tgtggttctg gaggtcatta 
120 

gtcaattgta tgtggtgctg tctgtcctcc tgattgcaga ggaggaagga accccttaaa 
180 

tgagcgggtt ctgagtgctg gggccgctgg tctgctctgc ctggtgggat tctccagtgc 
240 

tggcttcatc tgtgccccag ccccactctc accaacaagg agggcgtgaa aatgacaagg 
300 

aatccatccc tagagttcac aggagatcta gggcagagtt tccaagctgc agctgctctg 
360 

gccctgtgtg agctgctgct ctgaggaagc cccaggctga ggtagctacc aggcggaggc 
420 

tgggtttgga ggcctccaca tcagggaatt gagcggtagg ggtttcagcc ttcacgttgg 
480 

tcgccgcact gtatgggaag tggggtctgg ggtctgcttg cccagtctca ccgtcctctt 
540 

cctccccaaa gccgcctgga taaggggctg gccgcactgg tgcgggagcg tggcgcggat 
600 

ctggtggtca tcgagggcat gggccgtgct gtccacacaa actaccacgc agccctgcgc 
660 

tgcgagagcc tcaagctggc cgtcatcaag aacgcgtggc tggccgagcg gctgggcggc 
720 


15 

Gin Ala Ser Pro Thr Ser 
30 

Ala Gly Arg Gly Gly Val 
45 

Pro His Pro Gin Ser Arg 
60 

Pro Pro Thr Ser Ser Ser 
75 80 

Gly Ala Ala Gin Arg Pro 
95 

Lys Ala Ser Val Pro Cys 
110 

Gly Ser Ser Leu Gin Thr 
125 

Thr Arg Pro Gly Pro Ser 
140 

Gin Pro Gly Ala Leu Ser 
155 160 

Val His Thr Gin Met Gin 
175 
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cggctcttca gcgccatctt 
780 

ggactcttct gcttgtcact 
840 

atgtgcctta attttcgcag 
900 

ttgtcaggga gctactcctt 
960 

ccctgaacga cgtgacccac 
1020 

accctgaccg tgcgcagcct 
1080 

ccggatccct actccaaagt 
1140 

g999 tc g t 9 c gctccctgga 
1200 

ggcctcctgg cggggaatgt 
1260 

tccgacccct actttgggtt 
1320 

gtggattcct acagcgagtg 
1380 

attttcgcag ataacagtgg 
1440 

ctactcctta gagggacaga 
1500 

gtgacccaca gcgagtccct 
1560 

cactctgcgc tccaggaaga 
1620 

ctcgacctca gccgcctgga 
1680 

ctggtggtca tcgagggcat 
1740 

tgcgagagcc tcaagctggc 
1800 

cggctcttca gcgtcatctt 
1860 

ggactcttct gcttgtcact 
1920 

caaatcaacg tatttatatg 
1980 

tgcgtgtgac ccagaggcga 
2040 

tttaactgct aaagaacctt 
2100 

gtatgtctga cgggacgcag 
2160 

aaaaaactct atttggtgcg 
2181 


caagtacgag gtcccagccg 
tgtccgagtg gcttcagaga 
ataacagggg gaatagacat 
agagggacag aggtcatcct 
agcgagtccc tcatcgtggc 
gctggacacc agggagcact 
gaagcagcgg gagaatggcg 
cgcgctgggc tgggaggaac 
cttcgactgg ggggccaaag 
tgaagaagca aagaggaagt 
gcttcagaga ttaaaggggc 
aatagacatc attttgggag 
ggtcatcctg gcgtgcaact 
catcgtggca gagcgtattg 
gaggctgctg ctggtgcaga 
taaggggctg gccgcactgg 
gggccgtgct gtccacacaa 
cgtcatcaag aacgcgtggc 
caagtacgag gtcccagccg 
tgtcaggaat gtgtttttac 
gtactgctgt gacgcggcac 
gacgcagctt tgtcctggga 
ttatatatat atatatatat 
caccgtgggc acgcaccaaa 
t 


agtgaggcgc tgcagctgcc 
ttaaaggggc cccctcataa 
cattttggga gtcttcccct 
ggcgtgcaac tcaggccccg 
agagcgtatt gcgggcatgg 
gtctgaacga gttcaacttc 
tggcgctgag gtgcttcccc 
ggcagctggc gctggtgaaa 
ccgtgtctgc tgtccttgaa 
tacaagaaag accctggctc 
cccctcataa atgtgcctta 
tcttcccctt tgtcagggag 
caggccccgc cctgaacgac 
cgggcatgga ccctgtcgtg 
cgggctccag ctccccgtgc 
tgcgggagcg tggcgcggat 
actaccacgc agccctgcgc 
tggccgagcg gctgggcggc 
agtgaggcgc tgcagctgcc 
caccacaggg aaactgcgtt 
atacacccca gccgcacaga 
gacgttcata ttggaatcta 
aaatagagag atctatacag 
tagagttttt aaaagaggaa 


<210> 5634 
<211> 289 
<212> PRT 
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<213 > Homo sapiens 


<400> 5634 


Pro 

Thr 

Ala 

Ser 

Pro 

Ser 

Ser 

Trp 

Gin 

Ser 

Val 

Leu 

Arg 

Ala 

Trp 

Thr 

1 




5 





10 





15 


Leu 

Thr 

val 

Arg 

Ser 

Leu 

Leu 

Asp 

Thr 

Arg 

Glu 

His 

Cys 

Leu 

Asn 

Glu 




20 





25 





30 



Phe 

Asn 

Phe 

Pro 

Asp 

Pro 

Tyr 

Ser 

Lys 

Val. 

Lys 

Gin 

Arg 

Glu 

Asn 

Gly 



35 





40 





45 




Val 

Ala 

Leu 

Arg 

Cys 

Phe 

Pro 

Gly 

Val 

Val 

Arg 

Ser 

Leu 

Asp 

Ala 

Leu 


50 





55 





60 





Gly Trp 

Glu 

Glu 

Arg 

Gin 

Leu 

Ala 

Leu 

Val 

Lys 

Gly 

Leu 

Leu 

Ala 

Gly 

65 





70 





75 





80 

Asn 

Val 

Phe 

Asp 

Trp 

Gly 

Ala 

Lys 

Ala 

Val 

Ser 

Ala 

Val 

Leu 

Glu 

Ser 





85 





90 





95 


Asp 

Pro 

Tyr 

Phe 

Gly 

Phe 

Glu 

Glu 

Ala 

Lys 

Arg Lys 

Leu 

Gin 

Glu 

Arg 




100 





105 





110 



Pro 

Trp 

Leu 

Val 

Asp 

Ser 

Tyr 

Ser 

Glu 

Trp 

Leu 

Gin 

Arg 

Leu 

Lys 

Gly 



115 





120 





125 




Pro 

Pro 

His 

Lys 

Cys 

Ala 

Leu 

lie 

Phe 

Ala 

Asp Asn 

Ser 

Gly 

lie 

Asp 


130 





135 





140 





lie 

He 

Leu 

Gly 

Val 

Phe 

Pro 

Phe 

Val 

Arg 

Glu 

Leu 

Leu 

Leu 

Arg 

Gly 

145 





150 





155 





160 

Thr 

Glu 

Val 

lie 

Leu 

Ala 

Cys 

Asn 

Ser 

Gly 

Pro 

Ala 

Leu 

Asn 

Asp 

Val 





165 





170 





175 


Thr 

His 

Ser 

Glu 

Ser 

Leu 

lie 

Val 

Ala 

Glu 

Arg 

lie 

Ala 

Gly 

Met 

Asp 




180 





185 





190 



Pro 

Val 

Val 

His 

Ser 

Ala 

Leu 

Gin 

Glu 

Glu 

Arg 

Leu 

Leu 

Leu 

Val 

Gin 



195 





200 





205 




Thr Gly 

Ser 

Ser 

Ser 

Pro 

Cys 

Leu 

Asp 

Leu 

Ser 

Arg 

Leu 

Asp 

Lys 

Gly 


210 





215 





220 





Leu 

Ala 

Ala 

Leu 

Val 

Arg 

Glu 

Arg 

Gly 

Ala 

Asp 

Leu 

Val 

Val 

lie 

Glu 

225 





230 





235 





240 

Gly Met 

Gly 

Arg 

Ala 

Val 

His 

Thr 

Asn 

Tyr 

His 

Ala 

Ala 

Leu 

Arg 

Cys 





245 





250 





255 


Glu 

Ser 

Leu 

Lys 

Leu 

Ala 

Val 

lie 

Lys 

Asn 

Ala 

Trp 

Leu 

Ala 

Glu 

Arg 




260 





265 





270 



Leu Gly 

Gly 

Arg 

Leu 

Phe 

Ser 

Val 

lie 

Phe 

Lys 

Tyr 

Glu 

Val 

Pro 

Ala 



275 





280 





285 





Glu 


<210> 5635 

<211> 614 

<212> DNA 

<213 > Homo sapiens 

<400> 5635 

nntgtgaaag atgttgcaga agtgttccag aagtggctga agatagaagg aaaaaagtgc 
60 

cactgcctat cagaaaaaac aaaacaaaac atgggaaata caaccaccaa attccgtaaa 
120 

gcactcatca atggtgatga aaacctggcc tgccaaatat atgaaaacaa tcctcagcta 
180 
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aaagaatctc ttgatccaaa tacatcttat ggggagccct accagcacaa tactccatta 
240 

cattatgctg ctagacatgg aatgaataaa atattaggag atgatttcag aagagcagat 
300 

tgtctgcaga tgatcttaaa atggaaagga gcaaaacttg accagggtga atatgagaga 
360 

gcagctattg atgctgttga taacaaaaaa aacacaccct tgcactatgc tgctgcctca 
420 

gggatgaaag cctgtgtaga aaaacatgga ggagacttgt ttgctgagaa tgaaaataaa 
480 

gatactcctt gtgattgtgc tgaaaagcaa caccacaaag atttggccct caatctggaa 
540 

tctcaaatgg tattctcacg ggatcccgag gctgaagaaa tagaagctga atatgctgca 
600 

ttagacaaac gaga 
614 

<2 10> 5636 
<211> 204 
<212> PRT 

<213> Homo sapiens 


<4 00> 5636 


Xaa 

Val 

Lys Asp 

Val 

Ala 

Glu 

Val 

Phe 

Gin 

Lys 

Trp 

Leu 

Lys 

lie 

Glu 

1 




5 





10 





15 


Gly Lys 

Lys 

Cys 

His 

Cys 

Leu 

Ser 

Glu 

Lys 

Thr 

Lys 

Gin 

Asn 

Met 

Gly 




20 





25 





30 



Asn 

Thr 

Thr 

Thr 

Lys 

Phe 

Arg 

Lys 

Ala 

Leu 

lie 

Asn Gly 

Asp 

Glu 

Asn 



35 





40 





45 




Leu 

Ala 

Cys 

Gin 

lie 

tyr 

Glu 

Asn 

Asn 

Pro 

Gin 

Leu 

Lys 

Glu 

Ser 

Leu 


50 





55 





60 





Asp 

Pro 

Asn 

Thr 

Ser 

Tyr 

Gly 

Glu 

Pro 

Tyr 

Gin 

His 

Asn 

Thr 

Pro 

Leu 

65 





70 





75 





80 

His 

Tyr 

Ala 

Ala 

Arg 

His 

Gly 

Met 

Asn 

Lys 

lie 

Leu Gly 

Asp 

Asp 

Phe 





85 





90 





95 


Arg Arg 

Ala Asp 

Cys 

Leu 

Gin 

Met 

lie 

Leu 

Lys 

Trp 

Lys 

Gly 

Ala 

Lys 




100 





105 





110 



Leu Asp 

Gin Gly 

Glu 

Tyr 

Glu 

Arg 

Ala 

Ala 

lie Asp 

Ala 

Val 

Asp 

Asn 



115 





12 0 





125 




Lys 

Lys 

Asn 

Thr 

Pro 

Leu 

His 

Tyr 

Ala 

Ala 

Ala 

Ser Gly 

Met 

Lys 

Ala 

130 





135 





140 





Cys 

val 

Glu Lys 

His 

Gly 

Gly 

Asp 

Leu 

Phe 

Ala 

Glu 

Asn 

Glu 

Asn 

Lys 

145 





150 





155 





160 

Asp 

Thr 

Pro Cys 

Asp 

Cys 

Ala 

Glu 

Lys 

Gin 

His 

His 

Lys 

Asp 

Leu 

Ala 




165 





170 





175 


Leu 

Asn 

Leu 

Glu 

Ser 

Gin 

Met 

Val 

Phe 

Ser 

Arg 

Asp 

Pro 

Glu 

Ala 

Glu 




180 





185 





190 



Glu 

He 

Glu 

Ala 

Glu 

Tyr 

Ala 

Ala 

Leu 

Asp 

Lys 

Arg 






195 200 


<210> 5637 
<211> 825 
<212> DNA 

<213> Homo sapiens 
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<400> 5637 

acgcgtccga ggctcctcaa 
60 

gcaggaggca ggtgcccagg 
120 

ccaggtactc agggccctgc 
180 

aaggcccgtt ttggaggaag 
240 

gcccaggctc tgccctgcac 
300 

cccctttccc gcatgcagac 
360 

cctcaggctc atgccctgcg 
420 

aaatataaat aagagcgatt 


acccagggcc ccacctggca 
tgggagcccc ctctgtgccc 
cctcgtggcc ttgtccgctc 
tggaggctcc caggagaaag 
tgccctggac cacgaggctg 
tctgagcagc agcttcctgt 
ggaacagaag ccaagacccg 
cccacagccc cacggtgctg 


cgtggaggaa gaagagaagg 
cctgggagtg tcccccccgc 
gccgcgggtg gggctggcac 
gcagtggctg tgatcgcaca 
cccaccccag acaggtggga 
gacccccacc gcgtcctgct 
gtagaaaatc caaggtgttt 
gccagcctca caggtgcccg 


480 

ctggttctgt gacccatccc aggcacacgc tcccctggct gggcgcctgg ccagggctcc 
540 

cctgtggctg gcgtgtggag acacgtgggc ccttctccac gtgcccacga gggccgtagc 
600 

aggctccaag gaggcccagc cccggccagc ctgtgtggac cccgccggcc tgcgcgcccc 


660 

ggagctgctg actgtgtcag agcccggctg cccagcgccc cggcgccctc cctccagctg 
720 

cccagcctgg gatccgtccg ctgtctgtct cctgaaccag ggagtctgac ccactcacag 
780 

ctcccatggg gtccgtgcag ccaaggcccc gcagccacac tcact 
825 


<210> 5638 
<211> 132 
<212> PRT 

<213 > Homo sapiens 


<400> 5638 


Met 

Pro 

Cys 

Gly 

Asn 

Arg 

Ser 

Gin 

1 




5 




Leu 

Asn 

He 

Asn 

Lys 

Ser 

Asp 

Ser 




20 





Leu 

Thr 

Gly 

Ala 

Arg 

Trp 

Phe 

Cys 



35 





40 

Leu 

Ala 

Gly 

Arg 

Leu 

Ala 

Arg 

Ala 


50 





55 


Thr 

Trp 

Ala 

Leu 

Leu 

His 

Val 

Pro 

65 





70 



Glu 

Ala 

Gin 

Pro 

Arg 

Pro 

Ala 

Cys 





85 




Pro 

Glu 

Leu 

Leu 

Thr 

Val 

Ser 

Glu 




100 





Pro 

Pro 

Ser 

Ser 

Cys 

Pro 

Ala 

Trp 



115 





120 

Asn 

Gin 

Gly 

Val 






Asp 

Pro 

10 

Val 

Glu 

Asn 

Pro 

Arg 

15 

Cys 

His 

25 

Ser 

Pro 

Thr 

Val 

Leu 

30 

Ala 

Ser 

Asp 

Pro 

Ser 

Gin 

Ala 

45 

His 

Ala 

Pro 

Pro 

Leu 

Trp 

Leu 

60 

Ala 

Cys 

Gly 

Asp 

Thr 

Arg 

Ala 

75 

Val 

Ala 

Gly 

Ser 

Lys 

80 

Val 

Asp 

90 

Pro 

Ala 

Gly 

Leu 

Arg 

95 

Ala 

Pro 

105 

Gly 

Cys 

Pro 

Ala 

Pro 

110 

Arg 

Arg 

Asp 

Pro 

Ser 

Ala 

Val 

125 

Cys 

Leu 

Leu 
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130 

<210 > 5639 

<211> 2433 

<212> DNA 

<213 > Homo sapiens 

<400> 5639 

natagctaca aaataaaaaa 
60 

ccaacaatta ttgcagcaca 
120 

atttgacatt tcttcttcca 
180 

ctcacccact ttgaggagct 
240 

ttcagcaccg ccacggagct 
300 

gcatgacccg gcctgaagta 
360 

gacctgtgag gggatccgac 
420 

gctgctgcgg gagactgtgg 
480 

gtgcagaggt ctctggggtg 
540 

tgcagggcac acagcagtct 
600 

ggagctcgga aggatttcag 
660 

aaaagtgcct cagctcctca 
720 

ctcatgatgg atgaacttct 
780 

cagatgaatg tgaatgacac 
840 

cggccagtaa cctccaaggc 
900 

gctgagcaga ccatctggaa 
960 

cgctcccggg ttcctctgag 
1020 

gagattctca acagagagaa 
1080 

cttccccggc tgctggctgt 
1140 

ctggacgaga cctatgctga 
1200 

tttgtgtcaa tcatgcgagg 
1260 

cggggcaggg agaggagtcg 
1320 

gagcaggggc tgaaagaagt 
1380 


aactaattca aacaaatgta 
taatcaatat aaacattata 
catccagtgt atctgacatt 
caattgccgc ttaagtccgt 
ttgggtccac ccggactgta 
gcggcggaac ggaagtcgct 
ttgccggcag aacttacgct 
gctgtttagt gccatgcacc 
gggaccattg gcctctgtgt 
ctctagtacc atgtgtccca 
ctccaggctg gctgctggac 
ggagaagctg tcttcagaag 
tggaaggcag agaaaagtct 
agagatagcc tggtccatct 
agatgtgatt ctccttgtca 
ccgtttacat cagcttaaag 
gattggaatt ctaggctgca 
aatggtagat attttggctg 
tgctgagtcg ggccagcaag 
tgtcatgcca gtccagacaa 
ctgtgacaac atgtgtagct 
gcctattgcc tccattctag 
gacacttctt ggtcagaatg 


cttatttaat ccaatatatc 
tatatgaact atttgacact 
tagcgcacat ttgatttgca 
ggctagtggc tgccctaaag 
aaaaggaagc acttccgtta 
tgtgtatgaa cgcagcggcg 
gcgggacccc gggcactgtt 
ctttacagtg tgtcctccaa 
cttggctgtc gctgaggatg 
gtccagagag gcaggaggat 
cgacttttca acatttttta 
tggaagaccc acctccctat 
acctcgagac ctatggctgc 
tacagaagag tggctacctg 
cgtgctctat cagggagaag 
ccttgaagac aaggcggccc 
tggctgagag gttgaaggag 
gtcctgatgc ctaccgggac 
ctgccaacgt gctgctctct 
gcgccagtgc cacgtctgcc 
actgcattgt tcctttcacc 
aggaagtgaa gaagctttct 
ttaatagttt tcgggacaat 
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tcggaggtcc agttcaacag tgcagtgcct accaatctca gtcgtggctt taccaccaac 
1440 

tataaaacca agcaaggagg acttcgtttt gctcatcttc tggatcaggt ctccagagta 
1500 

gatcctgaaa tgaggatccg ttttacctct ccccacccca aggattttcc tgatgaggtt 
1560 

ctgcagctga ttcatgagag agataacatc tgtaaacaga tccacctgcc agcccagagt 
1620 

ggaagcagcc gtgtgttgga ggccatgcgg aggggatatt caagagaagc ttatgtggag 
1600 

ttagttcacc atattagaga atctattcca ggtgtgagcc tcagcagcga tttcattgct 
1740 

ggcttttgtg gtgagacgga ggaagatcac gtccagacag tctctttgct ccgggaagtt 
1900 

cagtacaaca tgggcttcct ctttgcctac agcatgagac agaagacacg ggcatatcat 
1860 

aggctgaagg atgatgtccc ggaagaggta aaattaaggc gtttggagga actcatcact 
1920 

atcttccgag aagaagcaac aaaagccaat cagacctctg tgggctgtac ccagttggtg 
1980 

ctagtggaag ggctcagtaa acgctctgcc actgacctgt gtggcaggaa tgatggaaac 
2040 

cttaaggtga tcttccctga tgcagagatg gaggatgtca ataaccctgg gctcagggtc 
2100 

agagcccagc ctggggacta tgtgctggtg aagatcaccn ntcagccagt tctcagacac 
2160 

ttaggggaca tgttctctgc aggaccactc tgagggactc ttctgcatat tgctgacctg 
2220 

agaggatggc ctcagagctg acttgggcaa tcctccccaa caggaagggg agacattgcc 
2280 

tgccactgag gaaacaggtc atgaaggtgg agataagctg caaggggcga agcaacttta 
2340 

tgtcagtgga aaacgtgtct ctttaaagct gctatgtgaa cagcttttac agtcattaaa 
2400 

tttacctaaa ctaaggttaa aaaaaaaaaa aaa 
2433 

<2l0> 5640 

<211> 540 

<2l2> PRT 

<213 > Homo sapiens 


<400> 5640 


Met 

Cys 

Pro 

Ser 

Pro 

Glu 

Arg 

Gin 

Glu 

Asp 

Gly Ala 

Arg 

Lys 

Asp 

Phe 

1 



5 





10 





15 


Ser 

Ser 

Arg 

Leu 

Ala 

Ala 

Gly 

Pro 

Thr 

Phe 

Gin 

His 

Phe 

Leu 

Lys 

Ser 



20 





25 





30 



Ala 

Ser 

Ala 

Pro 

Gin 

Glu 

Lys 

Leu 

Ser 

Ser 

Glu 

Val 

Glu 

Asp 

Pro 

Pro 



35 





40 





45 




Pro 

Tyr 

Leu 

Met 

Met 

Asp 

Glu 

Leu 

Leu 

Gly 

Arg 

Gin 

Arg 

Lys 

Val 

Tyr 


50 





55 





60 





Leu 

Glu 

Thr 

Tyr 

Gly 

Cys 

Gin 

Met 

Asn 

Val 

Asn Asp 

Thr 

Glu 

lie 

Ala 

65 





70 





75 





80 

Trp 

Ser 

He 

Leu 

Gin 

Lys 

Ser 

Gly 

Tyr 

Leu 

Arg 

Pro 

Val 

Thr 

Ser 

Lys 


4819 



WO 00/58473 


PCT/USOO/08621 


85 

Ala Asp Val lie Leu Leu Val Thr 
100 

Gin Thr lie Trp Asn Arg Leu His 
115 120 

Arg Pro Arg Ser Arg Val Pro Leu 
130 135 

Ala Glu Arg Leu Lys Glu Glu lie 
145 150 

lie Leu Ala Gly Pro Asp Ala Tyr 
165 

Val Ala Glu Ser Gly Gin Gin Ala 
180 

Glu Thr Tyr Ala Asp Val Met Pro 
195 200 

Ser Ala Phe Val Ser lie Met Arg 
210 215 

Cys lie Val Pro Phe Thr Arg Gly 
225 230 

Ser lie Leu Glu Glu Val Lys Lys 
245 

Val Thr Leu Leu Gly- Gin Asn Val 
260 

Val Gin Phe Asn Ser Ala Val Pro 
275 280 

Thr Asn Tyr Lys Thr Lys Gin Gly 
290 295 

Asp Gin Val Ser Arg Val Asp Pro 
305 310 

Pro His Pro Lys Asp Phe Pro Asp 
325 

Arg Asp Asn lie Cys Lys Gin lie 
340 

Ser Arg Val Leu Glu Ala Met Arg 
355 360 

Val Glu Leu Val His His lie Arg 
370 375 

Ser Ser Asp Phe lie Ala Gly Phe 
385 390 

Val Gin Thr Val Ser Leu Leu Arg 
405 

Leu Phe Ala Tyr Ser Met Arg Gin 
420 

Lys Asp Asp Val Pro Glu Glu Val 
435 440 

lie Thr lie Phe Arg Glu Glu Ala 
450 455 

Gly Cys Thr Gin Leu Val Leu Val 
465 470 

Thr Asp Leu Cys Gly Arg Asn Asp 
485 

Asp Ala Glu Met Glu Asp Val Asn 
500 

Gin Pro Gly Asp Tyr Val Leu Val 


90 95 

Cys Ser lie Arg Glu Lys Ala Glu 
105 110 

Gin Leu Lys Ala Leu Lys Thr Arg 
125 

Arg lie Gly lie Leu Gly Cys Met 
140 

Leu Asn Arg Glu Lys Met Val Asp 
155 160 

Arg Asp Leu Pro Arg Leu Leu Ala 
170 175 

Ala Asn Val Leu Leu Ser Leu Asp 
185 190 

Val Gin Thr Ser Ala Ser Ala Thr 
205 

Gly Cys Asp Asn Met Cys Ser Tyr 
220 

Arg Glu Arg Ser Arg Pro lie Ala 
235 240 

Leu Ser Glu Gin Gly Leu Lys Glu 
250 255 

Asn Ser Phe Arg Asp Asn Ser Glu 
265 270 

Thr Asn Leu Ser Arg Gly Phe Thr 
285 

Gly Leu Arg Phe Ala His Leu Leu 
300 

Glu Met Arg lie Arg Phe Thr Ser 
315 320 

Glu Val Leu Gin Leu lie His Glu 
330 335 

His Leu Pro Ala Gin Ser Gly Ser 
345 350 

Arg Gly Tyr Ser Arg Glu Ala Tyr 
365 

Glu Ser lie Pro Gly Val Ser Leu 
380 

Cys Gly Glu Thr Glu Glu Asp His 
395 400 

Glu Val Gin Tyr Asn Met Gly Phe 
410 415 

Lys Thr Arg Ala Tyr His Arg Leu 
425 430 

Lys Leu Arg Arg Leu Glu Glu Leu 
445 

Thr Lys Ala Asn Gin Thr Ser Val 
460 

Glu Gly Leu Ser Lys Arg Ser Ala 
475 480 

Gly Asn Leu Lys Val lie Phe Pro 
490 495 

Asn Pro Gly Leu Arg Val Arg Ala 
505 510 

Lys lie Thr Xaa Gin Pro Val Leu 
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515 520 525 

Arg His Leu Gly Asp Met Phe Ser Ala Gly Pro Leu 
530 S35 540 

<210> 5641 

<211> 293 

<212> DNA 

<213 > Homo sapiens 

<400> 5641 

gcgtcgcata cagccaacct gtgcgtgctg ctgtaccgca gcggcgtcaa agtggtcacc 
60 

ttctgtggcc acgcgtccaa aaccaatcag gtcaactcgg gcggtgtgct gctgaggttg 
120 

caggtgggcg aggaggtgtg gctggctggg gcacccctgg catccctgga gagccaggtg 
180 

aggagggcag atacaagcag aaattccagt cagtgttcac ggtcactcgg cagacccacc 
240 

agccccctgc acccaacagc ctgatcagat tcaacgcggg cctcaccaac ccg 
293 

<210> 5642 
<211> 87 
<212> PRT 

<213> Homo sapiens 
<400> 5642 

Ala Ser His Thr Ala Asn Leu Cys Val Leu Leu Tyr Arg Ser Gly Val 
1 5 10 15 

Lys Val Val Thr Phe Cys Gly His Ala Ser Lys Thr Asn Gin Val Asn 
20 25 30 

Ser Gly Gly Val Leu Leu Arg Leu Gin Val Gly Glu Glu Val Trp Leu 
35 40 45 

Ala Gly Ala Pro Leu Ala Ser Leu Glu Ser Gin Val Arg Arg Ala Asp 
50 55 60 

Thr Ser Arg Asn Ser Ser Gin Cys Ser Arg Ser Leu Gly Arg Pro Thr 
65 70 75 80 

Ser Pro Leu His Pro Thr Ala 
85 

<210> 5643 

<211> 1218 - 

<212> DNA 

<213 > Homo sapiens 

<400> 5643 

nnacgcgtga ggagcctgag gcggcggcgg gggtggctcc gcgcgcggtg gtctcggggg 
60 

caaaataaca tggcagccag acgaattaca caggagactt ttgatgctgt attacaagaa 
120 

aaagccaaac gatatcacat ggatgccagt ggtgaggctg taagcgaaac tcttcagttt 
180 

aaagctcaag atctcttaag ggcagtccca agatccagag cagagatgta tgatgacgtc 
240 
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cacagcgatg gcagatactc cctcagtgga tctgtagctc actctagaga tgccggaaga 
300 

gaaggcctga gaagtgacgt atttccaggg ccttccttca gatcaagcaa cccttccatc 
360 

agtgatgaca gctactttcg caaagaatgt ggccgggatc tggaattttc tcactctgat 
420 

tctcgggacc aggtcattgg ccaccggaaa ttggggcatt tccgttctca ggactggaaa 
480 

tttgcgctcc gtggttcttg ggaacaagac tttggccatc cagtttctca agagtcctct 
540 

tggtcacagg agtatagttt tggtccctct gcagttttgg gggactttgg atcttccagg 
600 

ctgattgaga aagagtgttt ggagaaggag agtcgggatt atgacgtgga ccatcctggg 
660 

gaggctgact ctgtgcttag gggcagcagt caagtccagg ccagaggtcg agctctaaac 
720 

atcgttgacc aggaaggttc cctcctagga aagggggaga ctcagggcct gctcacagct 
780 

aaggggggtg ttgggaaact tgtcacattg agaaatgtga gcacaaaaaa aatacccacc 
840 

gtgaatcgta ttactcccaa aactcagggc actaaccaaa tccagaaaaa cactccaagt 
900 

cctgatgtga ccctggggac aaacccaggg acagaagata tccagttccc cattcagaag 
960 

atccctctgg ggctggatct gaagaatctt cggctcccca gaagaaagat gagctttgac 
1020 

atcatagata agtctgatgt tttttcaaga tttgggatag aaataatcaa atgggcagga 
1080 

ttccacacca taaaattaga ttattaaatt tttcccaaac ttttccagac tctctttgaa 
1140 

cttgaaacag aaacctgtgc taaaatgctt gcctcattca aatgttcctt aaaaccagag 
1200 

cacagagatt tttgcttt 
1218 

<210> 5644 
< 211 > 202 
<212> PRT 

<213> Homo sapiens 
<400> 5644 

Trp Glu Gin Asp Phe Gly His Pro Val Ser Gin Glu Ser Ser Trp Ser 
15 10 15 

Gin Glu Tyr Ser Phe Gly Pro Ser Ala Val Leu Gly Asp Phe Gly Ser 
20 25 30 

Ser Arg Leu lie Glu Lys Glu Cys Leu Glu Lys Glu Ser Arg Asp Tyr 
35 40 45 

Asp Val Asp His Pro Gly Glu Ala Asp Ser Val Leu Arg Gly Ser Ser 
50 55 60 

Gin Val Gin Ala Arg Gly Arg Ala Leu Asn lie Val Asp Gin Glu Gly 

65 70 75 80 

Ser Leu Leu Gly Lys Gly Glu Thr Gin Gly Leu Leu Thr Ala Lys Gly 

85 90 95 

Gly Val Gly Lys Leu Val Thr Leu Arg Asn Val Ser Thr Lys Lys He 


4822 



WO 00/58473 


PCT/US00/08621 




100 




Pro Thr 

Val 

115 

Asn 

Arg 

lie 

Thr 

Gin Lys 
130 

Asn 

Thr 

Pro 

Ser 

Pro 

135 

Thr Glu 
145 

Asp 

lie 

Gin 

Phe 

150 

Pro 

Leu Lys 

Asn 

Leu 

Arg 

165 

Leu 

Pro 

Asp Lys 

Ser 

Asp 

180 

Val 

Phe 

Ser 

Ala Gly 

Phe 

195 

His 

Thr 

lie 

Lys 


105 110 

Pro Lys Thr Gin Gly Thr Asn 
120 125 

Asp Val Thr Leu Gly Thr Asn 
140 

He Gin Lys lie Pro Leu Gly 
155 

Arg Arg Lys Met Ser Phe Asp 
170 

Arg Phe Gly lie Glu lie lie 
185 190 

Leu Asp Tyr 
200 


Gin lie 

Pro Gly 

Leu Asp 
160 
He lie 
175 

Lys Trp 


<210> 5645 
<211> 156 
<212> DNA 

<213> Homo sapiens 


<400> 5645 

ccacgtccat cccgaagaag gaactgcagg tgggcggttt ttggcctggc acagagatgt 
60 

cctcagatca gcttcccctc tcccaggcaa gaggacacga gcactggcaa gttcacctgc 
120 

aaagtccccg gcctctacta ctttgtctac cacgcg 
156 

<210> 5646 
<211> 52 
<212> PRT 

<213> Homo sapiens 
<400> 5646 

Pro Arg Pro Ser Arg Arg Arg Asn Cys Arg Trp Ala 
1 5 10 

Ala Gin Arg Cys Pro Gin lie Ser Phe Pro Ser Pro 
20 25 

Thr Ser Thr Gly Lys Phe Thr Cys Lys Val Pro Gly 
35 40 

Val Tyr His Ala 
50 


Val Phe Gly Leu 
15 

Arg Gin Glu Asp 
30 

Leu Tyr Tyr Phe 
45 


<210> 5647 
<211> 150 
<212> DNA 

<213 > Homo sapiens 
<400> 5647 

cccatggggc cgggcaccct ggcattccca gggggtccca tggggccatt tttcccagga 
60 

aggcccaagg gggagccagg aatcccagcc attcccggga tccgaggacc caaagggcag 
120 

aagggagaac ccggcttacc cggccatccn 
150 
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<2X0> 5648 

<211> 50 

<212> PRT 

<213> Homo sapiens 

<4 00> 5648 

Pro Met Gly Pro Gly Thr Leu Ala Phe Pro Gly Gly Pro Met Gly Pro 
1 5 10 15 

Phe Phe Pro Gly Arg Pro Lys Gly Glu Pro Gly lie Pro Ala lie Pro 
20 25 30 

Gly He Arg Gly Pro Lys Gly Gin Lys Gly Glu Pro Gly Leu Pro Gly 
35 40 45 


His Pro 
50 


<210> 5649 

<211> 345 

<212> DNA 

<213> Homo sapiens 


<4 00> 5649 

ngggacctgc aagcccgcgg ccagacctgc cagcgcgccg gccatggctg tcgccgccgc 
60 

aaccgcctgg tccctcggat cgcgcccagc ccagactcgg actcggacac agactcggag 
120 

gacccgagtc tccggcgcag cgcgggcggc ttgctccgct cgcaggtcat ccacagcggt 
180 

cacttcatgg tgtcgtcgcc gcacagcgac tcgctgcccc ggcggcgcga ccaggagggt 
240 

ccgtggggcc ctccgacttc gggccgcgca gtatcgaccc cacactcaca cgcctcttcg 
300 

agtgcttgag cctggcctac agtggcaagc tggggtctcc caagt 
345 

<210> 5650 
< 211 > 100 
<212> PRT 

<21 3 > Homo sapiens 


<4 00> 5650 


Met Ala 

Val 

Ala 

Ala 

Ala 

Thr 

Ala 

l 



5 




Gin Thr 

Arg 

Thr 

Arg 

Thr 

Gin 

Thr 



20 





Ala Arg 

Ala 

Ala 

Cys 

Ser 

Ala 

Arg 


35 





40 

Trp Cys 

Arg 

Arg 

Arg 

Thr 

Ala 

Thr 

50 





55 


Arg Val 

Arg 

Gly 

Ala 

Leu 

Arg 

Leu 

65 




70 



Thr His 

Thr 

Pro 

Leu 

Arg 

Val 

Leu 




85 




Gly Val 

Ser 

Gin 






Trp Ser Leu Gly Ser Arg Pro Ala 
10 15 

Arg Arg Thr Arg Val Ser Gly Ala 
25 30 

Arg Ser Ser Thr Ala Val Thr Ser 
45 

Arg Cys Pro Gly Gly Ala Thr Arg 
60 

Arg Ala Ala Gin Tyr Arg Pro His 
75 80 

Glu Pro Gly Leu Gin Trp Gin Ala 
90 95 
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100 


<210> 

5651 

<211> 

615 

<212 > 

DNA 

<213> 

Homo sapiens 

<400> 

5651 


ctcgaggaat attgggtctt ctgcgcggcc gtagagctcc gccaagtgcg cctgcgcgga 
60 

ggagaagtgg cgtcgagtcc ggccgggcag tagaggaaat tgcggtagtg accctcgggc 
120 

ctcgccatga agagccgctt tagcaccatt gacctccgcg ccgtactcgc ggagctgaat 
180 

gctagcttgc taggaatgag agtaaacaat gtttatgatg tggataataa gacatacctt 
240 

attcgtcttc aaaaaccgga ctttaaagct acacttttac ttgaatctgg catacaaatt 
300 

catacaacag aatttgagtg gcctaagaat atgatgccgt ctagttttgc catgaagtgc 
360 ' 

cgaaaacatt tgaagagtcg gagattagtc agtgcaaaac agcttggtgt ggatagaatt 
420 

gtagattttc aatttggaag tgatgaagct gcttaccatt taatcattga gctctatgat 
480 

agggggaaca ttgttcttac agattatgag tacgtaattt taaatattct aaggtttcga 
540 

actgatgagg cagatgatgt taaatttgct gttcgtgaac gctatccact tgatcatgct 
600 

agagctgctg aacct 
615 

<210> 5652 
<211> 163 
<212> PRT 

<213> Homo sapiens 

<400> 5652 
Met Lys 
1 

Leu Asn 

Asp Asn 

Thr Leu 
50 

Trp Pro 
65 

His Leu 
Arg He 
lie lie 
Tyr Val 


Ser 

Arg 

Phe 

c 

Ser 

Thr 

lie 

Asp 

Ala 

Ser 

20 

D 

Leu 

Leu 

Gly 

Met 

Arg 

25 

Lys 

35 

Thr 

Tyr 

Leu 

lie 

Arg 

40 

Leu 

Leu 

Leu 

Glu 

Ser 

Gly 

55 

lie 

Gin 

Lys 

Asn 

Met 

Met 

70 

Pro 

Ser 

Ser 

Lys 

Ser 

Arg 

85 

Arg 

Leu 

Val 

Ser 

Val 

Asp 

100 

Phe 

Gin 

Phe 

Gly 

Ser 

105 

Glu 

115 

Leu 

Tyr 

Asp 

Arg 

Gly 

120 

Asn 

lie 

Leu 

Asn 

lie 

Leu 

Arg 

Phe 


Leu 

10 

Arg 

Ala 

Val 

Leu 

Ala 

15 

Glu 

Val 

Asn 

Asn 

Val 

Tyr 

30 

Asp 

Val 

Gin 

Lys 

Pro 

Asp 

45 

Phe 

Lys 

Ala 

lie 

His 

Thr 

60 

Thr 

Glu 

Phe 

Glu 

Phe 

Ala 

75 

Met 

Lys 

Cys 

Arg 

Lys 

80 

Ala 

90 

Lys 

Gin 

Leu 

Gly 

Val 

95 

Asp 

Asp 

Glu 

Ala 

Ala 

Tyr 

110 

His 

Leu 

He 

Val 

Leu 

Thr 

125 

Asp 

Tyr 

Glu 

Arg 

Thr Asp 

Glu 

Ala 

Asp 

Asp 
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130 135 140 

Val Lys Phe Ala Val Arg Glu Arg Tyr Pro Leu Asp His Ala Arg Ala 
145 150 155 160 

Ala Glu Pro 


<210> 5653 
<211> 1439 
<212> DNA 

<213> Homo sapiens 
<400> 5653 


nnacgcgtcg catacagcca acctgtgcgt 
60 

caccttctgt ggccacacgt ccaaaaccaa 
120 

gttgcaggtg aacttgccag tgctcgtgtc 
180 

gttgaatctg atcaggctgt tgggtgcagg 
240 

gacaccgtgt cctcttgcct gggagagggg 
300 

ccagaaaccg cccacctgca ggtgaggccc 
360 

gacgtggggc ccagctccct gccccacctt 
420 

ctgcccctca ggggccaagc caacacaggc 
480 

cccggggcac cagggaagga tgggtacgac 
540 

atcccagcca ttcccgggat ccgaggaccc 
600 

ggccatcctg ggaaaaatgg ccccatggga 
660 

atgggcatcc ctggagagcc aggtgaggag 
720 

ttcacggtca ctcggcagac ccaccagccc 
780 

gcggtcctca ccaacccgca gggagattat 
840 

gtccccggcc tctactactt tgtctaccac 
900 

ctgtaccgca gcggcgtcaa agtggtcacc 
960 

gtcaactcgg gcggtgtgct gctgaggttg 
1020 

aatgactact acgacatggt gggcatccag 
1080 

ctcttccccg actagggcgg gcagatgcgc 
1140 

gcttcctgca tggacccacc ttactggcca 
1200 

accagatgga cttctcctcc agggagccca 
1260 


gctgctgtac cgcagcggcg tcaaagtggt 
tcaggtcaac tcgggcggtg tgctgctgag 
ataatctccc tgcgggttgg tgaggaccgc 
gggctggtgg gtctgccgag tgaccactca 
aagcagatct gaggacatct ctgtgccagg 
ggacccctgc ccagttcctt ctccgggatg 
gggctgaagc tgctgctgct cctgctgctg 
tgctacggga tcccagggat gcccggcctg 
ggactgccgg ggcccaaggg ggagccagga 
aaagggcaga agggagaacc cggcttaccc 
ccccctggga tgccaggggt gcccggcccc 
ggcagataca agcagaaatt ccagtcagtg 
cctgcaccca acagcctgat cagattcaac 
gacacgagca ctggcaagtt cacctgcaaa 
gcgtcgcata cagccaacct gtgcgtgctg 
ttctgtggcc acacgtccaa aaccaatcag 
caggtgggcg aggaggtgtg gctggctgtc 
ggctctgaca gcgtcttctc cggcttcctg 
tcgagcccca cgggccttcc acctccctca 
gtctgcatcc ttgcctagac cattctcccc 
ccctgaccca cccccactgc accccctccc 


4826 



WO 00/58473 


PCT/U S00/0862 1 


catgggttct ctccttcctc tgaacttctt taggagtcac tgcttgtgtg gttcctggga 
1320 

cacttaacca atgccttctg gtactgccat tctttttttt ttttttcaag tattggaagg 
1380 

ggtggggaga tatataaata aatcatgaaa tcaataaaaa aaaaaaaaaa aaaaaaaaa 
1439 

<210> 5654 
<211> 245 
<212> PRT 

<213 > Homo sapiens 


<4 00> 5654 


Met Asp 

Val 

Gly 

Pro 

Ser 

Ser 

Leu 

Pro 

His Leu Gly 

Leu 

Lys 

Leu 

Leu 

1 



5 





10 




15 


Leu Leu 

Leu 

Leu 

Leu 

Leu 

Pro 

Leu 

Arg 

Gly Gin Ala 

Asn 

Thr Gly 

Cys 



20 





25 




30 



Tyr Gly 

He 

Pro 

Gly Met 

Pro 

Gly 

Leu 

Pro Gly Ala 

Pro 

Gly Lys 

Asp 


35 





40 




45 




Gly Tyr 

Asp 

Gly 

Leu 

Pro 

Gly 

Pro 

Lys 

Gly Glu 

Pro 

Gly 

lie 

Pro 

Ala 

50 





55 




60 





lie Pro 

Gly 

lie 

Arg 

Gly 

Pro 

Lys 

Gly 

Gin Lys Gly 

Glu 

Pro Gly 

Leu 

65 




70 



- 

75 





80 

Pro Gly 

His 

Pro 

Gly Lys 

Asn 

Gly 

Pro 

Met Gly 

Pro 

Pro 

Gly Met 

Pro 




85 





90 




95 


Gly Val 

Pro 

Gly 

Pro 

Met 

Gly 

lie 

Pro 

Gly Glu 

Pro 

Gly 

Glu 

Glu 

Gly 



100 





105 




110 



Arg Tyr 

Lys 

Gin 

Lys 

Phe 

Gin 

Ser 

Val 

Phe Thr 

Val 

Thr 

Arg 

Gin 

Thr 


115 





120 




125 




His Gin 

Pro 

Pro 

Ala 

Pro 

Asn 

Ser 

Leu 

lie Arg 

Phe 

Asn 

Ala 

Val 

Leu 

130 





135 




140 





Thr Asn 

Pro 

Gin 

Gly Asp 

Tyr 

Asp 

Thr 

Ser Thr Gly 

Lys 

Phe 

Thr 

Cys 

145 




150 




155 





160 

Lys Val 

Pro 

Gly 

Leu 

Tyr 

Tyr 

Phe 

Val 

Tyr His 

Ala 

Ser 

His 

Thr 

Ala 




165 





170 




175 


Asn Leu 

Cys 

Val 

Leu 

Leu 

Tyr 

Arg 

Ser 

Gly Val 

Lys 

Val 

Val 

Thr 

Phe 



180 





185 




190 



Cys Gly 

His 

Thr 

Ser 

Lys 

Thr 

Asn 

Gin 

Val Asn 

Ser 

Gly 

Gly val 

Leu 


195 





200 




205 




Leu Arg 

Leu 

Gin 

Val 

Gly 

Glu 

Glu 

Val 

Trp Leu 

Ala 

Val 

Asn Asp 

Tyr 

210 





215 




220 





Tyr Asp 

Met 

Val 

Gly 

lie 

Gin 

Gly 

Ser 

Asp Ser 

Val 

Phe 

Ser Gly 

Phe 

225 




230 




235 





240 

Leu Leu 

Phe 

Pro 

Asp 












245 


<210> 5655 
<211> 3810 
<212 > DNA 

<213 > Homo sapiens 
<400> 5655 

gatctgttgg aggaggatga gctgctagag cagaagtttc aggaggcggt gggccaggca 
60 
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gggnngccat 

120 

ctccatcanc 

ctccaaggct 

gagctggcag 

aggtgaggcg 

agaatgggcc 

aagtacatgg 

180 

aagtccatga 

gaaggcctcc 

ttcaccaata 

gtgagctgca 

ccgtgccatg 

aacctgcacg 

240 

tcggcaacct 

gcgcctgctc 

sgcgggccgc 

ttgaccaggt 

ccgggctgcc 

ctgcccacac 

300 

cggccctctc 

.cccagaggac 

aaggccgtgc 

tgcaaaacct 

aaagcgcatc 

ctggctaagg 

360 

tgcaggagat 

gcgggaccag 

cgcgtgtccc 

tggagcagca 

gctgcgtgag 

cttatccaga 

420 

aagatgacat 

cactgcctcg 

ctggtcacca 

cagaccactc 

agagatgaag 

aagttgttcg 

480 

aggagcagct 

gaaaaagtat 

gaccagctga 

aggtgtacct 

ggagcagaac 

ctggccgccc 

540 

aggaccgtgt 

cctctgtgca 

ctgacagagg 

ccaacgtgca 

gtacgcagcc 

gtgcggcggg 

600 

tactcagcga 

cttggaccaa 

aagtggaact 

ccacgctgca 

gaccctggtg 

gcctcgtatg 

660 

aagcctatga 

ggacctgatg 

aagaagtcgc 

aggagggcag 

ggacttctac 

gcagatctgg 

720 

agagcaaggt 

ggctgctctg 

ctggagcgca 

cgcagtccac 

ctgccaggcc 

cgcgaggctg 

780 

cccgccagca 

gctcctggac 

agggagctga 

agaagaagcc 

gccgccacgg 

cccacagccc 

840 

caaagccgct 

gctgccccgc 

agggaggaga 

gtgaggcagt 

ggaagcagga 

gacccccctg 

900 

aggagctgcg 

cagcctcccc 

cctgacatgg 

tggctggccc 

acgactgcct 

gacaccttcc 

960 

tgggaagtgc 

caccccgctc 

cactttcctc 

ccagcccctt 

ccccagctcc 

acaggcccag 

1020 

gaccccacta 

tctctcaggc 

cccttgcccc 

ctggtaccta 

ctcgggcccc 

acccagctga 

1080 

tacagcccag 

ggccccaggg 

ccccatgcaa 

tgcccgtagc 

acctgggcct 

gccctctacc 

1140 

cagcccctgc 

ctacacaccg 

gagctgggcc 

ttgtgccccg 

atcctcccca 

cagcatggcg 

1200 

tggtgagcag 

tccctatgtg 

ggggtagggc 

cggccccacc 

agttgcaggt 

ctcccctcgg 

1260 

ccccacctcc 

tcaattctca 

ggccccgagt 

tggccatggc 

ggttcggcca 

gccaccacca 

1320 

cagtagatag 

catccaggcg 

cccatcccca 

gccacacagc 

cccacggcca 

aaccccaccc 

1380 

ctgctcctcc 

cccgccctgc 

ttccctgtgc 

ccccaccgca 

gccactgccc 

acgccttaca 

1440 

cctaccctgc 

agggg ctaa g 

caacccatcc 

cagcacagca 

ccacttctct 

tctgggatcc 

1500 

ccacaggttt 

tccagcccca 

aggattgggc 

cccagcccca 

gccccatcct 

cagccccatc 

1560 

cttcacaagc 

gtttgggcct 

cagcccccac 

agcagcccct 

tccactccag 

catccacatc 

1620 

tcttcccacc 

ccaggcccca 

ggactcctac 

ccccacaatc 

cccctacccc 

tatgcccctc 

1680 

agcctggggt 

cctggggcag 

ccgccacccc 

ccctacacac 

ccagctctac 
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ccaggtcccg ctcaagaccc 
1740 

gggccccctc agcctcccca 
1800 

atgggccccc aggcagcccc 
1860 

cctagtcccc acctggtgcc 
1920 

cgccccccag cagcagaacc 
1980 

ctctcctcca gcccggagag 
2040 

ctgctgcagc ccaccaaggt 
2100 

attgagcggg acccctatga 
2160 

gcctttcggg gtcagctggg 
2220 

gatgcgcagg aacatgatgc 
2280 

aagaaccggc accaggatgt 
2340 

aaggatgact acatcaatgc 
2400 

gtggcaaccc aggccccact 
2460 

cagaaagtgt cagtcattgt 
2520 

gcacgctact tccccaccga 
2580 

ttgagcagcg tccgcagcac 
2640 

gaccagagcc tcaagcgctc 
2700 

ctgcccgaca gccccagcaa 
2760 

catcagcggc cgctgcacac 
2820 

ggagcctttg cactgctcta 
2880 

gagctgcctc agctggtgcg 
2940 

ctgcacctca ggnttctgct 
3000 

ccatggtgtg cctcctccat 
3060 

ccttcctcag gactcccagg 
3120 

ggccaccatt gccaagctca 
3180 

ttgccaggcc ctgcagagcc 
3240 

atcccatctt cctccccacc 
3300 


tctgccagcc cactcagggg 
tcccccactg gcatatggtc 
tcttaccatt cgagggccct 
ttcacctgcc ccatctccag 
acccccttgc ctgcgccgag 
ccagcatggc ggcactcagt 
ggatgcagct gagggtcgtc 
gcatcctgag aggctgcggc 
ggatgtggga gctctggaca 
ccgaggccgt tccatcgcca 
catgccctat gacagtaacc 
cagctgcgtg gaggggctct 
gcctggcaca gctgctgact 
catgctggtt tctgaggctg 
gaggggccag cccatggtgc 
cgaaacccat gtggagcgcg 
tcttgtgcac ctgcacttcc 
ccttctgcgc ttcatccagg 
gcccatcatt gtgcactgca 
tgcagctgtg caggaggtgg 
gcgcatgcgg cagcagagaa 
atgaggcagt ggtgagacac 
gcaaaccctt ggccagtgca 
acctggtcct cggtggggat 
gattcggcct cctggggggt 
cccaggcctc ccgccagcca 
ccccctttcc tccccactac 


ctctgccttt ccccagccct 
ctgccccttc taccagaccc 
cgtctgctgg ccagtccacc 
ggcctggtcc ggtaccccct 
gcgccgcagc tgcagacctg 
ctcctggggg tgggcagccc 
ggccgcaggc cctgcggctg 
agttgcagca ggagctggag 
ctgtctggcg agagctgcaa 
ttgcccgctg ctactcactg 
gtgtggtgct gcgctcaggc 
ccccatactg ccccccgcta 
tctggctcat ggtccatgag 
agatggagaa gcaaaaagtg 
acggtgc cc t gagcctggca 
tgctgagcct gcagttccga 
ccacttggcc tgagttaggc 
aggtgcacgc acattacctg 
gctctggtgt gggccgcacg 
aggctgggaa cggaatccct 
agcacatgct gcaggagaag 
gtggagcagg tcctgcagcg 
agcatcagcc agaagaacca 
gtgcccatca gctccatcca 
tggagtcccc ggttgccagc 
gcctcccaga gtctacccca 
ctgaggctcc ccagcctaag 
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gaggagccgc cagtgcctga agcccccagc tcggggcccc cctcctcctc cctggaattg 
3360 

ctggcctcct tgaccccaga ggccttctcc ctggacagct ccctgcgggg caaacagcgg 
3420 

atgagcaagc ataactttct gcaggcccat aacgggcaag ggctgcgggc cacccggccc 
3480 

tctgacgacc ccctcagcct tctggatcca ctctggacac tcaacaagac ctgaacaggt 
3540 

tttgcctacc tggtccttac actacatcat catcatctca tgcccacctg cccacaccca 
3600 

gcagagcttc tcagtgggca cagtctctta ctcccatttc tgctgccttt ggccctgcct 
3660 

ggcccagcct gcacccctgt ggggtggaaa tgtactgcag gctctgggtc aggttctgct 
3720 

cctttatggg acccgacatt tttcagctct ttgctattga aataataaac caccctgttc 
3780 

tgtggcccgt aaaaaaaaaa aaaaaaaaaa 
3810 

<210> 5656 

<211> 987 

<212 > PRT 

<213 > Homo sapiens 


<4 00> 5656 


Asp 

Leu 

Leu 

Glu 

Glu 

Asp 

Glu 

Leu 

Leu 

Glu 

Gin 

Lys 

Phe 

Gin 

Glu 

Ala 

1 




5 





10 





15 


Val 

Gly 

Gin 

Ala 

Gly 

Xaa 

Pro 

Ser 

Pro 

Ser 

Xaa 

Ser 

Lys 

Ala 

Glu 

Leu 




20 





25 





30 



Ala 

Glu 

Val 

Arg 

Arg 

Glu 

Trp 

Ala 

Lys 

Tyr 

Met 

Glu 

Val 

His 

Glu 

Lys 



35 





40 





45 




Ala 

Ser 

Phe 

Thr 

Asn 

Ser 

Glu 

Leu 

His 

Arg 

Ala 

Met 

Asn 

Leu 

His 

Val 


50 





55 





60 





Gly 

Asn 

Leu 

Arg 

Leu 

Leu 

Ser 

Gly 

Pro 

Leu 

Asp 

Gin 

Val 

Arg 

Ala 

Ala 

65 





70 





75 





80 

Leu 

Pro 

Thr 

Pro 

Ala 

Leu 

Ser 

Pro 

Glu 

Asp 

Lys 

Ala 

Val 

Leu 

Gin 

Asn 





85 





90 





95 


Leu Lys 

Arg 

He 

Leu 

Ala 

Lys 

Val 

Gin 

Glu 

Met 

Arg 

Asp 

Gin 

Arg 

Val 




100 





105 





110 



Ser 

Leu 

Glu 

Gin 

Gin 

Leu 

Arg 

Glu 

Leu 

lie 

Gin 

Lys 

Asp 

Asp 

lie 

Thr 



115 





120 





125 




Ala 

Ser 

Leu 

Val 

Thr 

Thr 

Asp 

His 

Ser 

Glu 

Met 

Lys 

Lys 

Leu 

Phe 

Glu 


130 





135 





140 





Glu 

Gin 

Leu 

Lys 

Lys 

Tyr 

Asp 

Gin 

Leu 

Lys 

Val 

Tyr 

Leu 

Glu 

Gin 

Asn 

145 





150 





155 





160 

Leu 

Ala 

Ala 

Gin 

Asp 

Arg 

Val 

Leu 

Cys 

Ala 

Leu 

Thr 

Glu 

Ala 

Asn 

Val 





165 





170 





175 


Gin 

Tyr 

Ala 

Ala 

Val 

Arg 

Arg 

Val 

Leu 

Ser 

Asp 

Leu 

Asp 

Gin 

Lys 

Trp 




180 





185 





190 



Asn 

Ser 

Thr 

Leu 

Gin 

Thr 

Leu 

Val 

Ala 

Ser 

Tyr 

Glu 

Ala 

Tyr 

Glu 

Asp 



195 





200 





205 




Leu 

Met 

Lys 

Lys 

Ser 

Gin 

Glu 

Gly 

Arg 

Asp 

Phe 

Tyr 

Ala 

Asp 

Leu 

Glu 


210 





215 





220 





Ser 

Lys 

Val 

Ala 

Ala 

Leu 

Leu 

Glu 

Arg 

Thr 

Gin 

Ser 

Thr 

Cys 

Gin 

Ala 
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225 230 235 


Arg 

Glu 

Ala 

Ala 

Arg 

Gin 

Gin 

Leu 

Leu 

Asp 

Arg 

Glu 

Leu Lys 

Lys 

Lys 





245 





250 





255 


Pro 

Pro 

Pro Arg 

Pro 

Thr 

Ala 

Pro Lys 

Pro 

Leu 

Leu 

Pro 

Arg Arg 

Glu 




260 





265 





270 



Glu 

Ser 

Glu 

Ala 

Val 

Glu Ala Gly Asp 

Pro 

Pro 

Glu 

Glu 

Leu Arg 

Ser 



275 





280 





285 




Leu 

Pro 

Pro Asp 

Met 

Val 

Ala Gly 

Pro 

Arg 

Leu 

Pro 

Asp 

Thr 

Phe 

Leu 


290 





295 





300 





Gly Ser 

Ala 

Thr 

Pro 

Leu 

His 

Phe 

Pro 

Pro 

Ser 

Pro 

Phe 

Pro 

Ser 

Ser 

305 





310 





315 





320 

Thr Gly 

Pro Gly 

Pro 

His 

Tyr 

Leu 

Ser 

Gly Pro 

Leu 

Pro 

Pro 

Gly Thr 





325 





330 





335 


Tyr 

Ser 

Gly Pro 

Thr 

Gin 

Leu 

lie 

Gin 

Pro Arg 

Ala 

Pro 

Gly Pro 

His 




340 





345 





350 



Ala 

Met 

Pro 

Val 

Ala 

Pro 

Gly Pro 

Ala 

Leu Tyr 

Pro 

Ala 

Pro 

Ala 

Tyr 



355 





360 





365 




Thr 

Pro 

Glu 

Leu Gly 

Leu 

Val 

Pro Arg 

Ser 

Ser 

Pro 

Gin 

His 

Gly Val 


370 





375 





380 





Val 

Ser 

Ser 

Pro 

Tyr 

Val 

Gly Val 

Gly Pro 

Ala 

Pro 

Pro 

Val 

Ala Gly 

385 





390 





395 





400 

Leu 

Pro 

Ser 

Ala 

Pro 

Pro 

Pro 

Gin 

Phe 

Ser Gly 

Pro 

Glu 

Leu 

Ala 

Met 





405 





410 





415 


Ala 

Val 

Arg 

Pro 

Ala 

Thr 

Thr 

Thr 

Val 

Asp 

Ser 

lie 

Gin 

Ala 

Pro 

lie 




420 





425 





430 



Pro 

Ser 

His 

Thr 

Ala 

Pro 

Arg 

Pro 

Asn 

Pro 

Thr 

Pro 

Ala 

Pro 

Pro 

Pro 



435 





440 





445 




Pro 

Cys. 

Phe 

Pro 

val 

Pro 

Pro 

Pro 

Gin 

Pro 

Leu 

Pro 

Thr 

Pro Tyr 

Thr 


450 





455 





460 





Tyr 

Pro 

Ala 

Gly Ala 

Lys 

Gin 

Pro 

lie 

Pro 

Ala 

Gin 

His 

His 

Phe 

Ser 

465 





470 





475 





480 

Ser Gly 

lie 

Pro 

Thr 

Gly 

Phe 

Pro 

Ala 

Pro 

Arg 

He Gly 

Pro 

Gin 

Pro 





485 





490 





495 


Gin 

Pro 

His 

Pro 

Gin 

Pro 

His 

Pro 

Ser 

Gin 

Ala 

Phe Gly 

Pro 

Gin 

Pro 




500 





505 





510 



Pro 

Gin 

Gin 

Pro 

Leu 

Pro 

Leu 

Gin 

His 

Pro 

His 

Leu 

Phe 

Pro 

Pro 

Gin 



515 





520 





525 

■ 



Ala 

Pro 

Gly Leu 

Leu 

Pro 

Pro 

Gin 

Ser 

Pro 

Tyr 

Pro 

Tyr Ala 

Pro 

Gin 


530 





535 





54 0 





Pro Gly Val 

Leu Gly 

Gin 

Pro 

Pro 

Pro 

Pro 

Leu 

His 

Thr 

Gin 

Leu 

Tyr 

54 5 





550 





555 





560 

Pro Gly Pro 

Ala 

Gin 

Asp 

Pro 

Leu 

Pro 

Ala 

His 

Ser 

Gly Ala 

Leu 

Pro 





565 





570 





575 


Phe 

Pro 

Ser 

Pro Gly 

Pro 

Pro 

Gin 

Pro 

Pro 

His 

Pro 

Pro 

Leu 

Ala 

Tyr 




580 





585 





590 



Gly Pro 

Ala 

Pro 

Ser 

Thr Arg 

Pro 

Met 

Gly 

Pro 

Gin 

Ala 

Ala 

Pro 

Leu 



595 





600 





605 




Thr 

He Arg Gly 

Pro 

Ser 

Ser 

Ala Gly Gin 

Ser 

Thr 

Pro 

Ser 

Pro 

His 


610 





615 





620 





Leu 

Val 

Pro 

Ser 

Pro 

Ala 

Pro 

Ser 

Pro Gly 

Pro Gly 

Pro 

Val 

Pro 

Pro 

625 





630 





635 





640 

Arg 

Pro 

Pro 

Ala 

Ala 

Glu 

Pro 

Pro 

Pro 

Cys 

Leu Arg Arg 

Gly Ala 

Ala 





645 





650 





655 


Ala 

Ala 

Asp 

Leu 

Leu 

Ser 

Ser 

Ser 

Pro 

Glu 

Ser 

Gin 

His 

Gly Gly Thr 
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660 665 
Gin Ser Pro Gly Gly Gly Gin Pro Leu Leu Gin 
675 680 

Ala Ala Glu Gly Arg Arg Pro Gin Ala Leu Arg 

690 895 

Pro Tyr Glu His Pro Glu Arg Leu Arg Gin Leu 
705 710 715 

Ala -Phe Arg Gly Gin Leu Gly Asp Val Gly Ala 
725 730 

Arg Glu Leu Gin Asp Ala Gin Glu His Asp Ala 
740 745 

Ala He Ala Arg Cys Tyr Ser Leu Lys Asn Arg 
755 760 

Pro Tyr Asp Ser Asn Arg Val Val Leu Arg Ser 
770 775 

lie Asn Ala Ser Cys Val Glu Gly Leu Ser Pro 
785 790 795 

Val Ala Thr Gin Ala Pro Leu Pro Gly Thr Ala 
805 810 

Met Val His Glu Gin Lys Val Ser Val lie' Val 
820 825 

Ala Glu Met Glu Lys Gin Lys Val Ala Arg Tyr 
835 840 

Gly Gin Pro Met Val His Gly Ala Leu Ser Leu 

850 855 

Arg Ser Thr Glu Thr His Val Glu Arg Val Leu 
865 870 875 

Asp Gin Ser Leu Lys Arg Ser Leu Val His Leu 
885 890 

Pro Glu Leu Gly Leu Pro Asp Ser Pro Ser Asn 
900 905 

Gin Glu Val His Ala His Tyr Leu His Gin Arg 
915 920 

lie lie Val His Cys Ser Ser Gly Val Gly Arg 
930 935 

Leu Leu Tyr Ala Ala Val Gin Glu Val Glu Ala 
945 950 955 

Glu Leu Pro Gin Leu Val Arg Arg Met Arg Gin 
965 970 

Leu Gin Glu Lys Leu His Leu Arg Xaa Leu Leu 
980 985 


670 

Pro Thr Lys Val Asp 
685 

Leu lie Glu Arg Asp 
700 

Gin Gin 


Leu Asp 
Arg Gly 


Glu Leu Glu 
720 

Thr Val Trp 
735 

Arg Ser lie 
750 

Asp Val Met 


His Gin 
765 

Gly Lys Asp Asp Tyr 
780 

Tyr Cys 


Ala Asp 

Met Leu 

Phe Pro 
845 
Ala Leu 
860 

Ser Leu 

His Phe 

Leu Leu 

Pro Leu 
925 
Thr Gly 
940 

Gly Asn 
Gin Arg 


Pro Pro Leu 
800 

Phe Trp Leu 
815 

Val Ser Glu 
830 

Thr Glu Arg 

Ser Ser Val 

Gin Phe Arg 
880 

Pro Thr Trp 
895 

Arg Phe lie 
910 

His Thr Pro 

Ala Phe Ala 

Gly He Pro 
960 

Lys His Met 
975 


<210> 5657 
< 211 > 1020 
<212 > DNA 

<213> Homo sapiens 


<400 > 5657 

tgcggacagt tgaagaagcg accgagggac tgggagtcgt 
60 

ggcaagaact gcaccgcagg cgccgtctac acctaccacg 
120 

gcctcgggct atgggaccca gaacattcga ctgagccggg 
180 


tagtgaggat gacgcggcat 
agaagaagaa ggacacagcg 
atgccgtgaa ggacttcgac 
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tgctgttgtc tctccctgca gccttgccac gatcctgttg tcaccccaga tggctacctg 
240 

tatgagcgtg aggccatcct ggagtacatt ctgcaccaga agaaggagat tgcccggcag 
300 

atgaaggcct acgagaagca gcggggcacc cggcgcgagg agcagaagga gcttcagcgg 
360 

gcggcctcgc aggaccatgt gcggggcttc ctggagaagg agtcggctat cgtgagccgg 
420 

cccctcaacc ctttcacagc caaggccctc tcgggcacca gcccagatga tgtccaacct 
480 

gggcccagtg tgggtcctcc aagtaaggac aaggacaaag tgctgcccag cttctggatc 
540 

ccgtcgctga cgcccgaagc caaggccacc aagctggaga agccgtcccg cacggtgacc 
600 

tgccccatgt cagggaagcc cctgcgcatg tcggacctga cgcccgtgca cttcacaccg 
660 

ctagacagct ccgtggaccg cgtggggctc atcacccgca gcgagcgcta cgtgtgtgcc 
720 

gtgacccgcg acagcctgag caacgccacc ccctgcgctg tgctgcggcc ctctggggct 


780 


gtggtcaccc tcgaatgcgt ggagaagctg 
840 

ggagacaaac tcacagaccg cgacatcatc 
900 

ggctccggag tgaagctgca agcggagaaa 
960 

gcgggagacc aaataaaccg gcttgggtgc 
1020 

<210> 5658 

<211> 301 

<212 > PRT 

<213> Homo sapiens 


<400> 5658 


Met 

Thr 

Arg 

His 

Gly 

Lys 

Asn 

Cys 

l 




5 




His 

Glu 

Lys 

Lys 

Lys 

Asp 

Thr 

Ala 




20 





lie 

Arg 

Leu 

Ser 

Arg 

Asp 

Ala 

Val 



35 





40 

Ser 

Leu 

Gin 

Pro 

Cys 

His 

Asp 

Pro 


SO 





55 


Tyr 

Glu 

Arg 

Glu 

Ala 

lie 

Leu 

Glu 

65 





70 



lie 

Ala 

Arg 

Gin 

Met 

Lys 

Ala 

Tyr 





85 




Glu 

Glu 

Gin 

Lys 

Glu 

Leu 

Gin 

Arg 




100 





Gly Phe 

Leu 

Glu 

Lys 

Glu 

Ser 

Ala 



115 





120 

Phe 

Thr 

Ala 

Lys 

Ala 

Leu 

Ser 

Gly 


130 





135 


Gly 

Pro 

Ser 

Val 

Gly 

Pro 

Pro 

Ser 


attcggaagg acatggtgga ccctgtgact 
gtgctgcagc ggggcggtac cggcttcgcg 
tcacggccgg tgatgcaggc ctgagtgtgt 
gcaaaaaaaa aaaaaaaaaa aaaaaaaaaa 


Thr Ala Gly Ala Val Tyr Thr Tyr 
10 15 

Ala Ser Gly Tyr Gly Thr Gin Asn 
25 30 

Lys Asp Phe Asp Cys Cys Cys Leu 
45 

Val Val Thr Pro Asp Gly Tyr Leu 
60 

Tyr lie Leu His Gin Lys Lys Glu 
75 80 
Glu Lys Gin Arg Gly Thr Arg Arg 
90 95 

Ala Ala Ser Gin Asp His Val Arg 
105 HO 

He Val Ser Arg Pro Leu Asn Pro 
125 

Thr Ser Pro Asp Asp Val Gin Pro 
140 

Lys Asp Lys Asp Lys Val Leu Pro 
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145. 150 155 160 

Ser Phe Trp He Pro Ser Leu Thr Pro Glu Ala Lys Ala Thr Lys Leu 

165 170 175 

Glu Lys Pro Ser Arg Thr Val Thr Cys Pro Met Ser Gly Lys Pro Leu 
180 185 190 

Arg Met Ser Asp Leu Thr Pro Val His Phe Thr Pro Leu Asp Ser Ser 
195 200 205 

Val Asp Arg Val Gly Leu lie Thr Arg Ser Glu Arg Tyr Val Cys Ala 
210 . 215 220 

Val Thr Arg Asp Ser Leu Ser Asn Ala Thr Pro Cys Ala Val Leu Arg 

225 230 235 240 

Pro Ser Gly Ala Val Val Thr Leu Glu Cys Val Glu Lys Leu lie Arg 

245 250 255 

Lys Asp Met Val Asp Pro Val Thr Gly Asp Lys Leu Thr Asp Arg Asp 
260 265 270 

lie lie Val Leu Gin Arg Gly Gly Thr Gly Phe Ala Gly Ser Gly Val 
275 280 285 

Lys Leu Gin Ala Glu Lys Ser Arg Pro Val Met Gin Ala 
290 295 300 

<210> 5659 

<211> 1263 

<212 > DNA 

<213> Homo sapiens 

<400> 5659 

nttttaaaac gtaattattt aattctgaga ctctgggaga gggggcttag atctctgctt 
60 

tgggtgttct tctcagatgc ggtgctttta aaaaaaagtg taattattta atcctgagac 
120 

tcagagaagg cttagatcta tgcattgggt gttattctca gatgcagaga tgtaaatgcc 
180 

atttttctct tctgttttca ggtcacatgt gccaatttaa cgaacggtgg aaagtcagaa 
240 

cttctgaaat caggaagcag caaatccaca ctaaagcaca tatggacaga aagcagcaaa 
300 

gacttgtcta tcagccgact cctgtcacag acttttcgtg gcaaagagaa tgatacagat 
360 

ttggacctga gatatgacac cccagaacct tattctgagc aagacctctg ggactggctg 
420 

aggaactcca cagaccttca agagcctcgg cccagggcca agagaaggcc ca.ttgttaaa 
480 

acgggcaagt ttaagaaaat gtttggatgg ggcgattttc attccaacat caaaacagtg 
540 

aagctgaacc tgttgataac tgggaaaatt gtagatcatg gcaatgggac atttagtgtt 
600 

tatttcaggc ataattcaac tggtcaaggg aatgtatctg tcagcttggt accccctaca 
660 

aaaatcgtgg aatttgactt ggcacaacaa accgtgattg atgccaaaga ttccaagtct 
720 

tttaattgtc gcattgaata tgaaaaggtt gacaaggcta ccaagaacac actctgcaac 
780 

tatgaccctt caaaaacctg ttaccaggag caaacccaaa gtcatgtatc ctggctctgc 
840 
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tccaagccct ttaaggtgat ctgtatttac atttcctttt 
9°° 

gtacagaaag tgtgccctga ctacaactac cacagtgaca 
96 0 

tgaaggtgaa catgggggtg agactgaagc ctgaggaatt 
1020 

gttacctcaa agaagaaggt cacatctgtt gcctggaatg 
1080 

tcaactggct gcaaaataca ctagtggaaa acactctgat 
1140 

ttcatccctc agtataattg taaatcatca cagattttga 
1200 

tctcacatat agaggtacac aaacacaccg tcatgcacat 
1260 
att 
1263 

<210> 5660 

<211> 253 

<212> PRT 

<213> Homo sapiens 

<400>5660 

Val Thr Cys Ala Asn Leu Thr Asn Gly Gly Lys 
l 5 10 , 

Ser Gly Ser Ser Lys Ser Thr Leu Lys His lie 
20 25 

Lys Asp Leu Ser He Ser Arg Leu Leu Ser Gin 

35 40 

Glu Asn Asp Thr Asp Leu Asp Leu Arg Tyr Asp 

50 55 

Ser Glu Gin Asp Leu Trp Asp Trp Leu Arg Asn 

65 70 75 

Glu Pro Arg Pro Arg Ala Lys Arg Arg Pro lie 

85 90 

Phe Lys Lys Met Phe Gly Trp Gly Asp Phe His 
100 105 

Val Lys Leu Asn Leu Leu lie Thr Gly Lys lie 
115 120 

Gly Thr Phe Ser Val Tyr Phe Arg His Asn Ser 
130 135 

Val Ser Val Ser Leu Val Pro Pro Thr Lys lie 
145 150 155 

Ala Gin Gin Thr Val lie Asp Ala Lys‘ Asp Ser 
165 170 

Arg He Glu Tyr Glu Lys Val Asp Lys Ala Thr 

180 185 

Asn Tyr Asp Pro Ser Lys Thr Cys Tyr Gin Glu 
195 200 

Val Ser Trp Leu Cys Ser Lys Pro Phe Lys Val 
210 21S 

Ser Phe Tyr Ser Thr Asp Tyr Lys Leu Val Gin 
225 230 235 

Tyr Asn Tyr His Ser Asp Thr Pro Tyr Phe Pro 


atagtacaga 

caccttactt 

aaaggtcata 

tgtctacact 

gtaatttctg 

attcacacct 

ttcagcttgc 


ttataaactg 

tccctcggga 

tgacagggct 

gctgctcttg 

cccagtcagc 

gaagacatgc 

gtctatcatg 


Ser Glu Leu 

Trp Thr Glu 
30 

Thr Phe Arg 
45 

Thr Pro Glu 
60 

Ser Thr Asp 


Leu Lys 
15 

Ser Ser 
Gly Lys 
Pro Tyr 


Leu Gin 
80 

Val Lys Thr Gly Lys 
95 

Lys Thr 


Ser Asn lie 
110 

Val Asp His 
125 

Thr Gly Gin 
140 

Val Glu Phe 

Lys Ser Phe 

Lys Asn Thr 
190 

Gin Thr Gin 
205 

lie Cys lie 
220 

Lys Val Cys 
Ser Gly 


Gly Asn 

Gly Asn 

Asp Leu 
160 
Asn Cys 
175 

Leu Cys 

Ser His 

Tyr lie 

Pro Asp 
240 
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245 250 

<210> 5661 

<211> 578 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 5661 

agagctcgaa ggggccatat gacactcctc ccggacccct ggacacacac agccctgggg 
60 

actggatgcc ttggagcatg caagtccaga gcaccctggg agccctggtg catgggaccc 
120 

ataacccagt gcacggcaag gacccagcag gaagcaccag ccactggccc cgacctcccg 
180 

cacccaggac ctgacgggca cttagacaca cacagtggcc tgagctccaa ctccagcatg 
240 

accacgcggg agcttcagca gtactggcag aaccagaaat gccgctggaa gcacgtcaaa 
300 

ctgctctttg agatcgcttc agctcgcatc gaggagagaa aagtctctaa gtttgtgatg 
360 

gggaaatcaa ggcctggaga gatgacttat ccagggtcac gtggcgagac agggacagca 
420 

ccagaaccag acccgagatg tccacgtcaa agtgacatgc tctgagaggc agcacacaca 
480 

gaataaccct gcatccaaat tccaggaagc tcttaggggt catccagctg ggcctagggg 
540 

tgcagggtca gtgctgaggc ctgggcaggg ccgctagc 
578 

<210> 5662 

<211> 148 

<212 > PRT 

<213 > Homo sapiens 


<400> 5662 


Met Thr 

Leu 

Leu 

Pro 

Asp 

Pro 

Trp 

Thr 

His 

Thr 

Ala 

Leu 

Gly 

Thr 

Gly 

1 



5 





10 





15 


Cys Leu 

Gly 

Ala 

Cys 

Lys 

Ser 

Arg 

Ala 

Pro 

Trp Glu 

Pro 

Trp 

Cys 

Met 



20 





25 





30 



Gly Pro 

He 

Thr 

Gin 

Cys 

Thr 

Ala 

Arg 

Thr 

Gin 

Gin 

Glu 

Ala 

Pro 

Ala 


35 





40 





45 




Thr Gly 

Pro 

Asp 

Leu 

Pro 

His 

Pro 

Gly 

Pro 

Asp Gly 

His 

Leu 

Asp 

Thr 

50 





55 





60 





His Ser 

Gly 

Leu 

Ser 

Ser 

Asn 

Ser 

Ser 

Met 

Thr 

Thr 

Arg 

Glu 

Leu 

Gin 

65 




70 





75 





80 

Gin Tyr 

Trp 

Gin 

Asn 

Gin 

Lys 

Cys 

Arg 

Trp 

Lys 

His 

Val 

Lys 

Leu 

Leu 




85 





90 





95 


Phe Glu 

lie 

Ala 

Ser 

Ala 

Arg 

lie 

Glu 

Glu 

Arg 

Lys 

Val 

Ser 

Lys 

Phe 



100 





105 





no 



Val Met 

Gly 

Lys 

Ser 

Arg 

Pro 

Gly 

Glu 

Met 

Thr 

Tyr 

Pro 

Gly 

Ser 

Arg 


115 





120 





125 




Gly Glu 

Thr 

Gly 

Thr 

Ala 

Pro 

Glu 

Pro 

Asp 

Pro Arg 

Cys 

Pro 

Arg 

Gin 


130 135 140 


Ser Asp Met Leu 
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145 


<210> 5663 
<211> 857 
<212> DNA 
<213> Homo 

<4 00> 5663 
tttttttttt 
60 

tgactcactg 

120 

agacaggagg 

180 

ggtggaggta 

240 

ggctgtcttc 

300 

tggcttctgg 

360 

atccagaggt 

420 

gttggttgtt 

480 

cttaggatag 

540 

gaagatagga 

600 

gggcgctggg 

660 

acgccacttt 

720 

gccgtctggg 

780 

ggctgtccgc 

840 

gcccagccgc 

857 

<210> 5664 
<211> 203 
<212> PRT 
<213> Homo 


sapiens 

tttttttgca 

gctaggagtg 

ctgccgtggt 

taaggctcag 

accttcttta 

taagagatga 

agctggtgtc 

ctgacaatga 

gggaggtttc 

ttggcattgc 

tctcctactt 

ctcacaagta 

aataaatagt 

agactctcca 

tgccatg 


gtaagtaact 

ccccatgccc 

caagaagggc 

gggccaacta 

gttccttctg 

tcagggtgca 

tatctagat c 

tgcagcgctc 

gaatccgcca 

tttccttgat 

caagctgcca 

gttcactcgt 

gaaccttcct 

accagcccgt 


cagaatgact 

agttcttaga 

caagccttga 

ctgggtcttg 

tagctcagac 

gttggcgtgg 

aggaatggag 

cttctggtcc 

ctggaaactc 

gagttcaggc 

ctggcccatg 

cttctcgtca 

tctcccgtcc 

caccgccatc 


ttactcagga 

gacccttgat 

agtctcacgg 

cagtccccat 

tcggccacca 

gcaaagctca 

aacttcttgt 

acagagacac 

atcttggtgt 

cccaggttcc 

gctcccaggg 

tattcttcag 

tgcagcagcg 

tttcccctgc 


aatatgacca 

agctcctaga 

caccccctgt 

cgttgctgtg 

caacctcctt 

gcaaggcgtc 

agtacttctt 

tatagacatc 

ccttgcgcat 

ctgctcctag 

cacttttcac 

ccatttcctt 

cagtcttctg 

taagcagcac 


sapiens 


<400 > 5664 

Met Ala Val Thr Gly Trp Leu Glu 
1 5 

Ala Leu Leu Gin Asp Gly Arg Arg 
20 

Gly Lys Glu Met Ala Glu Glu Tyr 
35 40 

Val Arg Lys Trp Arg Val Lys Ser 
50 55 

Gin Leu Glu Val Gly Asp Pro Ala 


Ser Leu Arg Thr Ala Gin Lys Thr 
10 15 

Lys Val His Tyr Leu Phe Pro Asp 
25 30 

Asp Glu Lys Thr Ser Glu Leu Leu 
45 

Ala Leu Gly Ala Met Gly Gin Trp 
60 

Pro Leu Gly Ala Gly Asn Leu Gly 
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65 





70 


Pro 

Glu 

Leu 

lie 

Lys 

65 

Glu 

Ser 

Asp 

Thr 

Lys 

Met 

100 

Ser 

Phe 

Gin 

Lys 

Asp 

Val 

115 

Tyr 

Ser 

Val 

Ser 

Val 

Arg 

130 

Thr 

Thr 

Asn 

Lys 

Lys 

135 

Leu Asp 
145 ' 

Arg 

His 

Gin 

Leu 

150 

Pro 

His 

Ala 

Asn 

Cys 

Thr 

165 

Leu 

lie 

Val 

Val 

Ala 

Glu 

180 

Ser 

Glu 

Leu 

Ala 

His 

Ser 

195 

Asn 

Asp 

Gly 

Asp 


75 


Asn 

Ala 

Asn 

Pro 

lie 

Phe 

Met 



90 





Trp 

Arg 

lie 

Arg 

Asn 

Leu 

Pro 


105 





110 

Val 

Asp 

Gin 

Lys 

Glu 

Arg 

Cys 

120 





125 


Tyr 

Tyr 

Lys 

Lys 

Phe 

Ser 

lie 





140 



Leu 

Asp 

Asp 

Ala 

Leu 

Leu 

Ser 




155 




lie 

Ser 

Tyr 

Gin 

Lys 

Pro 

Lys 



170 





Gin 

Lys 

Glu 

Leu 

Lys 

Lys 

Val 


185 





190 

Cys 

Lys 

Thr 

Gin 




200 








80 

Arg Lys 
95 

Tyr Pro 

He lie 

Pro Asp 

Phe Ala 
160 
Glu Val 
175 

Lys Thr 


<210> 5665 
<211> 531 
<2 12> DNA 

<213> Homo sapiens 


<400> 5665 

gtcaagtcct gtaggcagca 
60 

gagtgggtgg ggtttgcccg 
120 

cagcggccct ctgaagtcac 
180 

atgatggggg ctgcaagggc 
240 

tgccaggctc agctctgccc 
300 

cccgggcctt ccccgcaggt 


tagggccctg gctcagcttt 
cccgcagatc tccacgggag 
ttgcttcacg gaggtgttac 
tccctcaaac cctggactcc 
tgcgtcggcc ccagggcgta 
ggagcgcgtg tcgcacccgc 


tctctgcaga ggcctcgctt 
ggggaggggt caggcctccc 
tgtctgctgc tggacagagc 
tccaacagag ggctcctggt 
gggagggtgt ttaatcctgg 
tgctgcagca gcagtatgag 


ctgtaccggg agcgcctgct gcagcgatgc gagcggcgcc cggtggagca ggtgctgtac 
420 

cacggcacga cggcaccggc agtgcctgac atctgcgccc acggcttcaa ccgcagc c 
480 

tgcggccgca acgccacggt ctacgggaag ggcgtgtatt tcgccaggcg c 
531 


<210> 5666 
<211> 79 
<212> PRT 

<213 > Homo sapiens 
<400> 5666 

Ser Trp Pro Gly Pro Ser Pro Gin 
1 5 

Leu Gin Gin Gin Tyr Glu Leu Tyr 
20 

Glu Arg Arg Pro Val Glu Gin Val 


Val Glu Arg Val Ser His Pro Leu 
10 15 

Arg Glu Arg Leu Leu Gin Arg Cys 
25 30 

Leu Tyr His Gly Thr Thr Ala Pro 
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Ala Val 
50 

Arg Asn 
65 

<210> 5667 

<211> 858 

<212> DNA 

<213> Homo sapiens 

<4 00> 5667 

nattcggcac gaggtagtca aagtatgcag cctccaatta ttccactctt ccctgttgtc 
6° 

aagaaagata tgacatttct acatgaagga aatgactcca aagtagatgg tttagtaaac 
12 ° 

tttgagaagt taagaatgat ttccaaggaa atccgccaag ttgttcgaat gacttctgct 
180 

aacatggacc cagctatgat gtttcgacag aggtcactga gtcaaggaag cacaaattca 
240 

aacatgctgg atgttcaggg aggtgctcac aaaaaaaggg cacgccgcag ctctctgctt 
300 

aatgccaaga agctatatga ggatgcccaa atggcaagga aggtgaagca gtatctttcc 
360 

agtctcgatg tagagacaga tgaggagaag ttccagatga tgtcattaca gntggagcct 
420 

gcatatggta cctgtgagta caagttttca tttatgtgac gctaaagagc acaacaaaat 
480 

aaaaacttat ttctctagaa ttatacctaa gtcccaagaa aattaacttt cactcacaaa 
540 

agattgctgg cataccttaa gcatcatgtg atccaattaa tcacagactg aatcccatcc 
600 

attcctgatg gctacactat ccaaaaaata gagggataag tagatcttta aaaagctttt 
660 

taattctttt aaaaactgga tcattataga ggaggctttc tgtttgagaa catttttata 
720 

ttcatcccta aagagtaaac ataagtggaa tttttacctc tttttatttc atggataata 
780 

tttaccaact agaaaatata agaaatttga ttaaaacacc agtgataata ggtagcttac 
840 

aggtgccagt agtaaggt 
858 

<210> 5668 
<211> 152 
<212> PRT 

<2 13> Homo sapiens 
<400> 5668 

Xaa Ser Ala Arg Gly Ser Gin Ser Met Gin 
l 5 10 

phe Pro Val Val Lys Lys Asp Met Thr Phe 
20 25 

Ser Lys Val Asp Gly Leu Val Asn Phe Glu 


Pro Pro lie lie Pro Leu 
15 

Leu His Glu Gly Asn Asp 
30 

Lys Leu Arg Met lie Ser 


35 40 45 

Pro Asp He Cys Ala His Gly Phe Asn Arg Ser Phe Cys Gly 
55 60 

Ala Thr Val Tyr Gly Lys Gly Val Tyr Phe Ala Arg Arg 
70 75 
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35 40 

Lys Glu He Arg Gin Val Val Arg Met Thr Ser Ala 
SO 55 60 

Ala Met Met Phe Arg Gin Arg Ser Leu Ser Gin Gly 
65 70 75 

Asn Met Leu Asp Val Gin Gly Gly Ala His Lys Lys 
85 90 

Ser Ser Leu Leu Asn Ala Lys Lys Leu Tyr Glu Asp 
100 105 

Arg Lys Val Lys Gin Tyr Leu Ser Ser Leu Asp Val 
115 120 

Glu Lys Phe Gin Met Met Ser Leu Gin Xaa Glu Pro 
130 135 140 

Cys Glu Tyr Lys Phe Ser Phe Met 
145 150 

<210> 5669 
<211> 1842 
<212 > DNA 
<213> Homo sapiens 

<400> 5669 

tttgtgctgt cacccggcac agaccctgct gccgacctct acaagtttgc cgaagaaatg 
60 

aagttctcca aaaagctctc tgccatctcc ctgggccagg ggcagggccc tcgggcagaa 
120 

gccatgatgc gcagctccat agagaggggc aaatgggtct tcttccagaa ctgccacctg 
ISO 

gcaccaagct ggatgccagc cctagaacgc ctcatcgagc acatcaaccc cgacaaggta 
240 

cacagggact tccgcctctg gctcaccagc ctgcccagca acaagttccc agtgtccatc 
300 

ctgcagaacg gctccaagat gaccattgag ccgccacgcg gtgtcagggc caacctgctg 
360 

aagtcctata gtagccttgg tgaagacttc ctcaactcct gccacaaggt gatggagttc 
420 

aagtctctgc tgctgtctct gtgcttgttc catgggaacg ccctggagcg ccgtaagttt 
480 

gggcccctgg gcttcaacat cccctatgag ttcacggatg gagatctgcg catctgcatc 
540 

agccagctca agatgttcct ggacgaatat gatgacatcc cctacaaggt cctcaagtac 
600 

acggcagggg agatcaatta cgggggccgt gtcactgatg actgggaccg gcgctgcatc 
660 

atgaacatct tggaggactt ctacaacc.ct gacgtgctct cccctgagca cagctacagc 
720 

gcctcgggca tctaccacca gatcccgcct acctacgacc tccacggcta cctctcctac 
780 

atcaagagcc tcccactcaa tgatatgcct gagatctttg gcctgcatga caatgccaac 
840 

atcacctttg cccagaacga gacgttcgcc ctcctgggca ccatcatcca gctgcaaccc 
900 

aaatcatctt ctgcaggcag ccagggccgg gaggagatag tggaggacgt cacccaaaac 
960 


45 

Asn Met Asp Pro 

Ser Thr Asn Ser 
80 

Arg Ala Arg Arg 
95 

Ala Gin Met Ala 
110 

Glu Thr Asp Glu 
125 

Ala Tyr Gly Thr 
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attctgctca aggtgcctga gcctatcaac ttgcaatggg tgatggccaa gtacccagtg 
1020 

ctgtatgagg aatcaatgaa cacagtacta gtacaagagg tcattaggta caatcggctg 
1080 

ctgcaggtga tcaeacagac actgcaagac ctactcaagg cactcaaggg gctggtagtg 
1140 

atgtcctctc agctggagct gatggctgcc agcctgtaca acaatactgt gcctgagctc 
1200 

tggagtgcca aggcctaccc atcgctcaag cctctgtcat catgggtcat ggacctgctg 
1260 

caacgcctgg actttctgca ggcctggatc caagatggca tcccagctgt cttctggatc 
1320 

agtggattct tcttccccca ggctttctta acaggcactc tgcagaattt tgcccgcaaa 
1380 

tttgtcatct ccattgacac catctccttt gatttcaagg tgatgtttga ggcaccatca 
1440 

gagttaacac aaagacccca agtagggtgc tatatccatg gattattcct ggaaggtgcc 
1500 

cgctgggatc cagaggcctt ccagctggct gagtctcagc ccaaggagct gtacacagag 
1560 

atggccgtta tctggctctt gccaacaccc aaccgcaagg cccaggacca ggacttttac 
1620 

ctgtgcccca tctacaagac actgactcgt gctggaacac tatcaaccac aggacactct 
1680 

accaactatg tcattgctgt ggagatcccc acccatcagc cccagcgaca ctggataaag 
1740 

cgtggtgtgg ccctcatctg tgccctggac tactagactc agacagaagg gctggggcca 
1800 

ttaaagctga attttctaag caaaaaaaaa aaaaaaaaaa aa 
1842 

<210> 5670 
<211> 591 
<212> PRT 
<213> Homo sapiens 

<4 00> 5670 

Phe Val Leu Ser Pro Gly Thr Asp Pro Ala Ala Asp Leu 
15 10 

Ala Glu Glu Met Lys Phe Ser Lys Lys Leu Ser Ala He 
20 25 

Gin Gly Gin Gly Pro Arg Ala Glu Ala Met Met Arg Ser 
35 40 45 

Arg Gly Lys Trp Val Phe Phe Gin Asn Cys His Leu Ala 
50 55 60 

Met Pro Ala Leu Glu Arg Leu lie Glu His lie Asn Pro 
65 70 75 

His Arg Asp Phe Arg Leu Trp Leu Thr Ser Leu Pro Ser 
85 90 

Pro Val Ser lie Leu Gin Asn Gly Ser Lys Met Thr lie 
100 105 

Arg Gly Val Arg Ala Asn Leu Leu Lys Ser Tyr Ser Ser 
115 120 125 

Asp Phe Leu Asn Ser Cys His Lys Val Met Glu Phe Lys 


Tyr Lys Phe 
15 

Ser Leu Gly 
30 

Ser lie Glu 

Pro Ser Trp 

Asp Lys Val 
80 

Asn Lys Phe 
95 

Glu Pro Pro 
110 

Leu Gly Glu 
Ser Leu Leu 
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130 





135 





140 





Leu 

Ser 

Leu 

Cys 

Leu 

Phe 

His 

Gly 

Asn 

Ala 

Leu 

Glu 

Arg Arg 

Lys 

Phe 

145 





150 





155 





160 

Gly Pro 

Leu Gly 

Phe 

Asn 

lie 

Pro 

Tyr 

Glu 

Phe 

Thr 

Asp Gly 

Asp 

Leu 





165 





170 





175 


Arg 

lie 

Cys 

lie 

Ser 

Gin 

Leu 

Lys 

Met 

Phe 

Leu Asp 

Glu Tyr 

Asp 

Asp 




180 





185 





190 



He 

Pro 

Tyr 

Lys 

Val 

Leu 

Lys 

Tyr 

Thr 

Ala 

Gly Glu 

lie 

Asn 

Tyr 

Gly 



195 





200 





205 




Gly Arg 

Val 

Thr 

Asp 

Asp 

Trp 

Asp 

Arg 

Arg 

Cys 

lie 

Met 

Asn 

lie 

Leu 


210 





215 





220 





Glu Asp 

Phe 

Tyr 

Asn 

Pro 

Asp 

Val 

Leu 

Ser 

Pro 

Glu 

His 

Ser 

Tyr 

Ser 

225 





230 





235 





240 

Ala 

Ser 

Gly lie 

Tyr 

His 

Gin 

lie 

Pro 

Pro 

Thr 

Tyr 

Asp 

Leu 

His 

Gly 





245 





250 





255 


Tyr Leu 

Ser Tyr 

lie 

Lys 

Ser 

Leu 

Pro 

Leu 

Asn 

Asp 

Met 

Pro 

Glu 

lie 




260 





265 





270 



Phe Gly 

Leu 

His 

Asp 

Asn 

Ala 

Asn 

lie 

Thr 

Phe 

Ala 

Gin 

Asn 

Glu 

Thr 



275 





280 





285 




Phe 

Ala 

Leu 

Leu 

Gly 

Thr 

lie 

lie 

Gin 

Leu 

Gin 

Pro 

Lys 

Ser 

Ser 

Ser 


290 





295 





300 





Ala Gly 

Ser 

Gin 

Gly 

Arg 

Glu 

Glu 

lie 

Val 

Glu Asp 

Val 

Thr 

Gin 

Asn 

305 





310 





315 





320 

lie 

Leu 

Leu Lys 

Val 

Pro 

Glu 

Pro 

lie 

Asn 

Leu 

Gin 

Trp Val 

Met 

Ala 





325 





330 





335 


Lys 

Tyr 

Pro 

Val 

Leu 

Tyr 

Glu 

Glu 

Ser 

Met 

Asn 

Thr 

Val 

Leu 

Val 

Gin 




340 





345 





350 



Glu 

Val 

lie 

Arg 

Tyr 

Asn 

Arg 

Leu 

Leu 

Gin 

Val 

lie 

Thr 

Gin 

Thr 

Leu 



355 





360 





365 




Gin Asp 

Leu 

Leu 

Lys 

Ala 

Leu 

Lys 

Gly 

Leu 

Val 

Val 

Met 

Ser 

Ser 

Gin 


370 





375 





380 





Leu 

Glu 

Leu 

Met 

Ala 

Ala 

Ser 

Leu 

Tyr 

Asn 

Asn 

Thr 

Val 

Pro 

Glu 

Leu 

385 





390 





395 





400 

Trp 

Ser 

Ala 

Lys 

Ala 

Tyr 

Pro 

Ser 

Leu 

Lys 

Pro 

Leu 

Ser 

Ser 

Trp 

Val 





405 





410 





415 


Met Asp 

Leu 

Leu 

Gin 

Arg 

Leu 

Asp 

Phe 

Leu 

Gin 

Ala 

Trp 

lie 

Gin 

Asp 




420 





425 





430 



Gly 

lie 

Pro 

Ala 

Val 

Phe 

Trp 

lie 

Ser 

Gly 

Phe 

Phe 

Phe 

Pro 

Gin 

Ala 



435 





440 





445 




Phe 

Leu 

Thr 

Gly 

Thr 

Leu 

Gin 

Asn 

Phe 

Ala 

Arg 

Lys 

Phe 

Val 

lie 

Ser 


450 





455 





460 





lie Asp 

Thr 

lie 

Ser 

Phe 

Asp 

Phe 

Lys 

Val 

Met 

Phe 

Glu 

Ala 

Pro 

Ser 

465 





470 





475 





480 

Glu 

Leu 

Thr 

Gin 

Arg 

Pro 

Gin 

Val 

Gly 

Cys 

Tyr 

lie 

His Gly 

Leu 

Phe 





485 





490 





495 


Leu 

Glu 

Gly 

Ala 

Arg 

Trp 

Asp 

Pro 

Glu 

Ala 

Phe 

Gin 

Leu 

Ala 

Glu 

Ser 




500 





505 





510 



Gin 

Pro 

Lys 

Glu 

Leu 

Tyr 

Thr 

Glu 

Met 

Ala 

Val 

lie 

Trp 

Leu 

Leu 

Pro 



515 





520 





525 




Thr 

Pro 

Asn 

Arg 

Lys 

Ala 

Gin 

Asp 

Gin 

Asp 

Phe Tyr 

Leu Cys 

Pro 

lie 


530 





535 





540 





Tyr 

Lys 

Thr 

Leu 

Thr 

Arg 

Ala 

Gly 

Thr 

Leu 

Ser 

Thr 

Thr Gly 

His 

Ser 

545 





550 





555 





560 

Thr 

Asn 

Tyr 

Val 

lie 

Ala 

Val 

Glu 

lie 

Pro 

Thr 

His 

Gin 

Pro 

Gin Arg 
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565 

His Trp lie Lys Arg Gly 
580 


570 


575 


Val Ala Leu He Cys Ala Leu Asp Tyr 
585 .590 


<210> 5671 
<211> 818 
<212> DNA 

<213> Homo sapiens 
<400> 5671 

nngcgcgcca gggaaagtgg aagttggatt ctgaaagatc gaggtgccca caggaatttt 
60 

atggtcgtcg gattttgaag acttgaacta gactgggggt tctccttgca tttcttgcct 
120 

gttgcctatc tttgtcctct ctcttccggc ttcgagatga atgtgcagcc ctgttctagg 
180 

tgtgggtatg gggtttatcc tgccgagaag atcagctgta tagatcagat atggcataaa 
240 

gcctgttttc actgtgaagt ttgcaagatg atgctgtctg ttaataactt tgtgagtcac 
300 

cagaaaaagc cgtactgtca cgcccataac cctaagaaca acactttcac cagtgtctat 
360 

cacactccat taaatctaaa tgtgaggaca tttccagagg ccatcagtgg gatccatgac 
420 

caagaagatg gtgaacagtg taaatcagtt tttcattggg acatgaaatc caaggataag 
480 

gaaggtgcac ctaacaggca gccactggca aatgagagag cctattggac tggatatggg 
540 

gaagggaatg cttggtgccc aggagctctg ccagaccccg aaattgtaag gatggttgag 
600 

gctcgaaagt ctcttggtga ggaatataca gaagactatg agcaacccag gggcaagggg 
660 

agctttccag ccatgatcac acctgcttat caaagggcca agaaagccaa ccagctggcc 
720 

agccaagtgg agtataagag agggcatgat gaacgcatct ccaggttctc cacggtggcg 
780 


gatactcctg agctgctacg gagcaaggct tggggcac 


818 

<210> 5672 
< 211 > 220 
<212> PRT 

<213 > Homo sapiens 


<400> 5672 


Met 

1 

Asn 

val 

Gin 

Pro 

5 

Cys 

Ser 

Arg 

Glu 

Lys 

He 

Ser 

20 

Cys 

lie 

Asp 

Gin 

Cys 

Glu 

Val 

35 

Cys 

Lys 

Met 

Met 

Leu 

40 

Gin 

Lys 

50 

Lys 

Pro 

Tyr 

Cys 

His 

55 

Ala 

Thr 

65 

Ser 

val 

Tyr 

His 

Thr 

70 

Pro 

Leu 


Cys 

Gly 

10 

Tyr 

Gly Val 

Tyr 

Pro 

15 

Ala 

lie 

25 

Trp 

His 

Lys Ala 

Cys 

30 

Phe 

His 

Ser 

Val 

Asn 

Asn Phe 
45 

Val 

Ser 

His 

His 

Asn 

Pro 

Lys Asn 
60 

Asn 

Thr 

Phe 

Asn 

Leu 

Asn 

75 

Val Arg 

Thr 

Phe 

Pro 

80 
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Glu Ala lie Ser Gly lie His Asp Gin Glu Asp Gly Glu Gin Cys Lys 
85 90 95 

Ser Val Phe His Trp Asp Met Lys Ser Lys Asp Lys Glu Gly Ala Pro 
100 105 110 

Asn Arg Gin Pro Leu Ala -Asn Glu Arg Ala Tyr Trp Thr Gly Tyr Gly 
115 120 125 

Glu Gly Asn Ala Trp Cys Pro Gly Ala Leu Pro Asp Pro Glu lie Val 
130 135 140 

Arg Met Val Glu Ala Arg Lys Ser Leu Gly Glu Glu Tyr Thr Glu Asp 

145 150 155 160 

Tyr Glu Gin Pro Arg Gly Lys Gly Ser Phe Pro Ala Met He Thr Pro 

165 170 175 

Ala Tyr Gin Arg Ala Lys Lys Ala Asn Gin Leu Ala Ser Gin Val Glu 
1B0 185 190 

Tyr Lys Arg Gly His Asp Glu Arg lie Ser Arg Phe Ser Thr Val Ala 
195 200 205 

Asp Thr Pro Glu Leu Leu Arg Ser Lys Ala Trp Gly 
210 215 220 

<210> 5673 

<211> 1279 

<212> DNA 

<213> Homo sapiens 

<400> 5673 

nttttttttt tttgaagcca gcatttccct ttatttctgg atggaaacgg ggccctaaaa 
60 

gcagaaatca atatttttgt ttgaaagatg cagtcatgct aatttcactt ttggctaaaa 
120 

ccgagacgat aaaagaacag ttgggtgttt ataggatgcc ctcaaagtga gctggctaag 
180 

tgagctgggc tctaacttca ctcacaaatt tatagtacag ctaagaaggc cagtctgtcc 
240 

atgaaaggga gccgagacaa gacgagggcg gcctcttcca ggcctgtgcc aagtgtcctt 
300 

ggggtcccgc catggtccac acttctgcag catccgcaga acatgtggcc gggtcctgcc 
360 

cagcagcagg gacagccaag tgggaggcag gcatggtgca cacctgggga ggcccctggt 
420 

gcagaagcag ccccacagta gcagccccat ccagaggaag accactccgg agggccacag 
480 

gcctctgcag ccctggcact gccgcccagc cctccatctc agcgggatgt gcagggtgag 
54 0 

acaggaatgc agggacgttc tgcccctagg tcagcctctt catccgcctg ttgtgcttcg 
600 

atggtcaagg ttgccctgtc cacagctgct gcaacgccat ccagggcttc gtcttgtctc 
660 

tccagctcac tctcggcctc cgggccagcc ccttcatcct cctcaggatc tgggttagtt 
720 

cctgggtatc tgcctcagaa agggctggca ggcttgtctg caggtgcagt gctgtgccct 
780 

cctggtctcc tgcgggtggc tcacggtgca gggtacggcc catcagccca gatgctgcat 
840 
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gccagactga gcagctcttc tctgcggggg aagaggttct tgcgcttctg agcaccaatg 
900 

catcttctaa cagctccatc ttcttgctga actgcacttc taaaatgggg ataacctctg 
960 

gcatcttggc agatatcaaa cgataggcca tgtctggctt tccaataaac cgctggcgga 
1020 

tgctaatttc gtaaggtgag tggaccttga tgtcgtccac gtcttctctt tcaaacctgt 
1080 

gcatgagcaa agaactggag tcatgtattt ccaacccaga cacaaggacg gtgagcctcc 
1140 

ctggtttaac gtgagactct gttctgtggg aaataacagc aggaattttt atcagtatcc 
1200 

cttctttccc aaagggttca caactggtca tggagacatc ttccctgggc tttgtttccg 
1260 

gtggtgtctt ccaaagctt 
1279 

<210> 5674 
<211> 81 
<212> PRT 

<213> Homo sapiens 
<400> 5674 

Leu His Ser Gin lie Tyr Ser Thr Ala Lys 
1.5 10 

Lys Gly Ser Arg Asp Lys Thr Arg Ala Ala 
20 25 

Ser Val Leu Gly Val Pro Pro Trp Ser Thr 
35 40 

Asn Met Trp Pro Gly Pro Ala Gin Gin Gin 
50 55 

Gin Ala Trp Cys Thr Pro Gly Glu Ala Pro 
65 70 

Gin 


<210> 5675 
<2 11> 1074 
<2 12> DNA 

<2 13> Homo sapiens 
<400> 5675 

nttttccact taaatacaaa ctttattctc tctccaagaa gatgcagacg tcacaggtgg 
60 

ccctgagctc ccacccgagg cttaggccca aggggcctct tccaggctga gggcctgctg 
120 

gggctgggcc aggggctgag gctgaaagca gcagcctgcc tagtgggtga cgccaggggc 
180 

cggtgtaaca tggcaccgag gttggggcca cagcaatgtg tgggacggtg gggtgggctg 
240 

gggcccttgg ctccaagcat tagttctcca agctctggtc cgttctccta cctccttcaa 
300 

ggggcaccag ggctacaagg tggtagttga gtattggggc ccgactcctg gggcactgga 
360 


Lys Ala Ser Leu Ser Met 
15 

Ser Ser Arg Pro Val Pro 
30 

Leu Leu Gin His Pro Gin 
45 

Gly Gin Pro Ser Gly Arg 
60 

Gly Ala Glu Ala Ala Pro 
75 80 
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gtggtctcta 

420 

ggcccgaggc 

cccaaggaga 

gggctgggtt 

tctgggagag 

tgctggtcct 

tcctctctgg 

480 

gcttggccat 

cttgacagct 

tcatcgtagg 

agggtggagg 

ctccggggtg 

tacaggctgt 

540 

aggcaggagg 

agccgtggag 

tccaggtcca 

gctccccaaa 

gggcaggggc 

aaccgcatgc 

600 

ccagtgggta 

ctgcacggag 

ctgtaggagg 

tcacagtgct 

gtgtacaggg 

ctgtcactgt 

660 

ccatagggat 

gactgccacg 

tcgcagggct 

gccgtgctgg 

tggcagatgt 

ggctgggcct 

720 

gtgcctgctt 

ccggaggcag' 

cagaaccgga 

cacaaccagc 

tgtgacacca 

cacagcagaa 

780 

gcaggaggac 

cgccagcagg 

atgagcctag 

gagagcaagg 

ctctaccact 

ggactgaccc 

840 

tcggccaccg 

ggcacctgca 

ccctggggaa 

tgtcgtggca 

caaccaccga 

agacaggtta 

900 

acaggataaa 

aagcagacaa 

tgtctctcca 

tgtcggagao 

cgccgtggcc 

agagcctggc 

960 

ctcgggctgc 

tgggcctgcc 

ctggctatct 

ctcctgggct 

ggccaggggt 

ggccttgggc 

1020 

tcactcccag 

gactcgctgt 

cctcagcgag 

tgccccactg 

ctgagcggga 

tcgtagggga 

ctcccgcgga 

ggccaggcgg 

gagagttggg 

agggaaggtc 

ctgg 


1074 

<210> 5676 
< 2 11 > 145 
<212> PRT 

<213 > Homo sapiens 
<4 00> 5676 


Glu Val 

Thr 

Val 

Leu 

Cys 

Thr 

Gly 

Leu 

Ser 

Leu 

Ser 

lie 

Gly Met 

Thr 

l 



5 





10 




15 


Ala Thr 

Ser 

Gin 

Gly 

Cys Arg 

Ala 

Gly 

Gly 

Arg 

Cys 

Gly 

Trp Ala 

Cys 



20 





25 





30 


Ala Cys 

Phe 

Arg 

Arg 

Gin 

Gin 

Asn 

Arg 

Thr 

Gin 

Pro 

Ala 

Val Thr 

Pro 


35 





40 





45 



His Ser 

Arg 

Ser 

Arg 

Arg 

Thr 

Ala 

Ser 

Arg 

Met 

Ser 

Leu 

Gly Glu 

Gin 

50 





55 





60 




Gly Ser 

Thr 

Thr 

Gly 

Leu 

Thr 

Leu 

Gly 

His 

Arg 

Ala 

Pro 

Ala Pro 

Trp 

65 




70 





75 




80 

Gly Met 

Ser 

Trp 

His 

Asn 

His 

Arg 

Arg 

Gin 

Val 

Asn 

Arg 

lie Lys 

Ser 




85 





90 




95 


Arg Gin 

Cys 

Leu 

Ser 

Met 

Ser 

Glu 

Thr 

Ala 

Val 

Ala 

Arg 

Ala Trp 

Pro 



100 





105 





110 


Arg Ala 

Ala 

Gly 

Pro 

Ala 

Leu 

Ala 

He 

Ser 

Pro 

Gly 

Leu 

Ala Arg 

Gly 


115 





120 





125 



Gly Leu 

Gly 

Leu 

Thr 

Pro Arg 

Thr 

Arg 

Cys 

Pro 

Gin 

Arg 

Val Pro 

His 

130 





135 





140 





Cys 

145 

<2 10> 5677 
<211> 477 
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<212> DNA 

<213 > Homo sapiens 
<400> 5677 

agcagctgtt cctctttgaa gaggtcgatg ctgaaaggag gccgcctgac tccatggcaa 
60 

aaaaggacac tggtgaagta gcggtagcac tcctccacgt tgcccaaggg ggttgctggt 
120 

agggaaagca agatgcagca gtgaggccct ctctggtatc cattcattca cttcactcaa 
180 

cagctgttta tgaccatgag caatacaagc cttgtgaaga tcctggagca gggcacaagc 
240 

cgctgacgtc tgctccagtg agaagccctg ctgccttccc caattcgctt tctttccgca 
300 

gccgccgctg ccccgacccc ggatctgcat gtggaagtac ctggacgtcc attccatgca 
360 

ccagctggag aagaccacca atgctgagat gagggaggtg ctggctgagc tgctggagct 
420 

agggtgtcct gagcagagcc tgagcgacgc catcaccctg gacctcttct gccgcgg 
477 

<210 > 5678 
<2 11> 151 
<212> PRT 

<213> Homo sapiens 
<400> 5678 


Met Ala 

Ser 

Leu 

Arg 

Leu 

Cys 

Ser 

Gly 

His 

Pro 

Ser 

Ser 

Ser 

Ser 

Ser 

1 



5 





10 





15 


Ala Ser 

Thr 

Ser 

Leu 

lie 

Ser 

Ala 

Leu 

Val 

Val 

Phe 

Ser 

Ser 

Trp 

Cys 



20 





25 





30 



Met Glu 

Trp 

Thr 

Ser 

Arg 

Tyr 

Phe 

His 

Met 

Gin 

lie 

Arg 

Gly 

Arg 

Gly 


35 





40 





45 




Ser Gly 

Gly 

Cys 

Gly 

Lys 

Lys 

Ala 

Asn 

Trp Gly Arg 

Gin 

Gin 

Gly 

Phe 

50 





55 





60 





Ser Leu 

Glu 

Gin 

Thr 

Ser 

Ala 

Ala 

Cys 

Ala 

Leu 

Leu 

Gin 

Asp 

Leu 

His 

65 




70 





75 





80 

Lys Ala 

Cys 

lie 

Ala 

His 

Gly His 

Lys 

Gin 

Leu 

Leu 

Ser 

Glu 

Val 

Asn 



85 





90 





95 


Glu Trp 

He 

Pro 

Glu 

Arg 

Ala 

Ser 

Leu 

Leu 

His 

Leu 

Ala 

Phe 

Pro 

Thr 



100 





105 





110 



Ser Ash 

Pro 

Leu 

Gly 

Gin 

Arg Gly 

Gly 

Val 

Leu 

Pro 

Leu 

Leu 

His 

Gin 


115 





120 





125 




Cys Pro 

Phe 

Leu 

Pro 

Trp 

Ser 

Gin 

Ala 

Ala 

Ser 

Phe 

Gin 

His 

Arg 

Pro 

130 





135 





140 





Leu Gin 

Arg 

Gly 

Thr 

Ala 

Ala 











145 150 

<210> 5679 
<211> 665 
<212> DNA 

<213> Homo sapiens 
<400> 5679 
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nngcccctcc 

60 

gggaggatct 

120 

aggagggagc 

cgggagatta 

cgcagctcca 

tgtaggtcta 

cgtttaggtt 

accatgaaga 

aggtcaagaa 

gaaaaggtca 

gaggccagac 

gccaccggac 

tccacctccc 

180 

agcatgctgg 

ctccaattcc 

acctctcagc 

agcctagccc 

tgaatccaca 

ccacagcagc 

240 

ctagtcctga 

atccacacca 

cagcagccta gccctgaatc 

cacaccacag 

cattccagcc 

300 

ttgaaaccac 

ctcccggcag 

ccagcattcc 

aagcccttcc 

agcacccgaa 

atccgccgct 

360 

cctcttgctg 

ccttttatct 

ccagatgcta 

acgtgaaggc 

agcccctcaa 

tccaggaaag 

420 

cagaaaatct 

tcaagaaaac 

cctccagtca 

tcgtaacgcg 

tgtcctccaa 

gccctcggaa 

480 

ctgtggctgt 

ggctctgggg gctctaggag 

ctgcctacta 

catcactgaa 

tccttgtgaa 

540 

caagccccta 

ggcccacagt 

ctggcagacc 

tccaccagcc 

ccaggagttg 

ataggtgatg 

600 

gcgctgggag 

aagatgttca 

gaatatctca 

aaagccaagt 

ccagaagatc 

cagtttccat 

caaagggacc 

tctcttgtca 

ccaaaattta 

aaaaaagaaa 

aaaaaaacga 


660 

aaaaa 

665 

<2 10> 5680 

<211> 143 

<212> PRT 

<213 > Homo sapiens 

<400 > 5680 


Val 

Gly 

Arg 

lie 

Tyr 

His 

Glu 

Glu 

Gly 

Gin 

Glu 

Glu 

Lys 

Val 

Arg 

Gly 

1 




5 





10 





15 


Gin 

Thr 

Pro 

Pro 

Asp 

Ser 

Thr 

Ser 

Gin 

His 

Ala 

Gly 

Ser 

Asn 

Ser 

Thr 




20 





25 





30 



Ser 

Gin 

Gin 

Pro 

Ser 

Pro 

Glu 

Ser 

Thr 

Pro 

Gin 

Gin 

Pro 

Ser 

Pro 

Glu 



35 





40 





45 




Ser 

Thr 

Pro 

Gin 

Gin 

Pro 

Ser 

Pro 

Glu 

Ser 

Thr 

Pro 

Gin 

His 

Ser 

Ser 


50 





55 





60 





Leu 

Glu 

Thr 

Thr 

Ser 

Arg 

Gin 

Pro 

Ala 

Phe 

Gin 

Ala 

Leu 

Pro 

Ala 

Pro 

65 





70 





75 





80 

Glu 

He 

Arg 

Arg 

Ser 

Ser 

Cys 

Cys 

Leu 

Leu 

Ser 

Pro 

Asp 

Ala 

Asn 

Val 





85 





90 





95 


Lys 

Ala 

Ala 

Pro 

Gin 

Ser 

Arg 

Lys 

Ala 

Glu 

Asn 

Leu 

Gin 

Glu 

Asn 

Pro 




100 





105 





110 



Pro 

Val 

lie 

Val 

Thr 

Arg 

Val 

Leu 

Gin 

Ala 

Leu Gly 

Thr 

Val 

Ala 

Val 



115 





120 





125 




Ala 

Leu 

Gly 

Ala 

Leu 

Gly 

Ala 

Ala 

Tyr 

Tyr 

lie 

Thr 

Glu 

Ser 

Leu 



130 





135 





140 






<210> 5681 

<211> 1402 

<212> DNA 

<213 > Homo sapiens 
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<4 00> 5681 

ggg c 99 cct 9 gcagctggcg 
60 

gtcgggacct ggtttccggg 
120 

tagacattga tggaagcaga 
180 

gagggctctc tgcaggaagg 
240 

gaataccacc tcctcaagct 
300 

ttccacaagt caggtgcttt 
360 

actaagcagg aagcagagca 
420 

aagctggtgg tgcgatgggc 
480 

aagattcttc caatcagtct 
540 

agtgtcactg caaagataaa 
600 

gatgcagagt atccagcagc 
660 

actactccat attctagaac 
720 

gcagcaaaag caaattggtc 
780 

gaatggtact attcaacgga 
840 

gatgttctta tggatgtttc 
900 

aatagcgttg tatcccaaat 
960 

ttggatttgt aactccagaa 
1020 

atattattta aatcaggaaa 
1080 

tacgctcgtg tgtcttttac 
1140 

acagatttta aatcatgttc 
1200 

ctggactgaa aaagagaaag 
1260 

agtaatctgt ttaagaatta 
1320 

atatcttaaa attgtttgtg 
1380 

cacaagttct atttgggata 
1402 

<2 10> 5682 
<211> 190 
<212> PRT 


gcattgaggc ggaccgtcta 
catgagctga gagcaccacg 
aaccaaaact cttcccctgg 
acaccgatta tggattggca 
cctccagaag tttggcaagg 
ggagggacag cctcgaggct 
agccatccag tgtctcaatg 
acatgctcaa gtaaagagat 
cgagccatcc tcaagcactg 
agccattgaa gcaaaactga 
gcctgtttat tcctacttta 
agcatggaaa tctcgaagat 
tccacaccta aaatcgtctg 
gcacaatcac atgttagcat 
ttccctaaac tatgtatgga 
tgtgatttga accctgggat 
acattctata gtgtgccaga 
ctaaaaatat taacatctat 
aacataaaga aaaagtaaaa 
agaactgttg ttccagaatt 
ttcttggcaa aaaggagctg 
tgcttattgt ttcaaaatcc 
ttgacaaaac tagaatcaaa 
tt 


gaggtccgtc tgaccgcggc 
ccgaggccac gagtatttca 
agaatgcatc catcctttca 
acctggaccc caaaattacc 
taaagcagtt tgacttcctc 
actgttttgt taactttgaa 
gcaagttggc cctgtccaag 
atgatcataa caagaatgat 
agcctactca gtctaaccta 
aaatgatggc ggaaaatcct 
agccaccaga taaaaaaagg 
gatggttgtg aattactgta 
cctgtgtact ttgtagatgt 
ttggtaacat aatgtttttg 
attgagcatc atccagaata 
gctctaattg gctggttggt 
gcaaaaggca aatacacaaa 
taaaaaattg agcatttttc 
ggcagggagg gaagtgagag 
tactacggca atccctccaa 
attctttgaa caaatgttgt 
caactaggaa aacatggtgt 
tttaacattt tataccacat 
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<213 > Homo sapiens 
<4 00> 5682 


Met 

Glu 

Ala 

Glu 

Thr 

Lys 

Thr 

Leu 

1 




5 




Ser Glu Gly 

Ser 

Leu 

Gin 

Glu 

Gly 




20 





Asp 

Pro 

Lys 

lie 

Thr 

Glu 

Tyr 

His 



35 





40 

Gly Lys 

Val 

Lys 

Gin 

Phe 

Asp 

Phe 


50 





55 


Glu Gly Gin 

Pro 

Arg 

Gly 

Tyr 

Cys 

65 





70 



Glu 

Ala 

Glu 

Gin 

Ala 

lie 

Gin 

Cys 





85 




Lys 

Lys 

Leu 

Val 

Val 

Arg 

Trp 

Ala 




100 





His 

Asn Lys 

Asn 

Asp 

Lys 

lie 

Leu 



115 





120 

Ser 

Thr 

Glu 

Pro 

Thr 

Gin 

Ser 

Asn 


130 





135 


Ala 

He 

Glu 

Ala 

Lys 

Leu 

Lys 

Met 

145 





150 



Tyr 

Pro 

Ala 

Ala 

Pro 

Val 

Tyr 

Ser 





165 




Arg 

Thr 

Thr 

Pro 

Tyr 

Ser 

Arg 

Thr 


180 


Pro 

Leu 

Glu 

Asn 

Ala 

Ser 

lie 

Leu 


10 





15 


His 

Arg 

Leu 

Trp 

lie 

Gly 

Asn 

Leu 

25 





30 



Leu 

Leu Lys 

Leu 

Leu 

Gin 

Lys 

Phe 





45 




Leu 

Phe 

His 

Lys 

Ser 

Gly 

Ala 

Leu 




60 





Phe 

Val 

Asn 

Phe 

Glu 

Thr 

Lys 

Gin 



75 





80 

Leu 

Asn Gly Lys 

Leu 

Ala 

Leu 

Ser 


90 





95 


His 

Ala 

Gin 

Val 

Lys 

Arg 

Tyr 

Asp 

105 





110 



Pro 

lie 

Ser 

Leu 

Glu 

Pro 

Ser 

Ser 





125 




Leu 

Ser 

Val 

Thr 

Ala 

Lys 

lie 

Lys 




140 





Met 

Ala 

Glu 

Asn 

Pro 

Asp 

Ala 

Glu 



155 





160 

Tyr 

Phe 

Lys 

Pro 

Pro 

Asp 

Lys 

Lys 


170 





175 


Ala 

Trp 

Lys 

Ser 

Arg 

Arg 



185 





190 




<210> 5683 
<211> 328 
<212> DNA 
<213 > Homo sapiens 

<400 > 5683 

ggatccatgc gttgccctag ggaggcctca gctgtcaagc actgaccatc tctgcagaca 
60 

cgcagggctg acctgtactg gtgagtaagc attagccatg ggacgcacac aatccagcca 
120 

atgctttcag aaggcaccac atgtgatgca cagcctctat ttacatgtga ataattacac 
100 

tgctgctttc tggttaaaag tagggaaata cagtgttcca gggcatagga atggtgctct 
240 

gggtagaaaa gtttattttg ctggtgggag gcaggttttg ttaataaagc tttgaaatac 
300 

acaaatttca ttctggatgc tgatgctg 
328 

<210> 5684 
<211> 103 
<212> PRT 

<213 > Homo sapiens 
<400> 5684 

Met Lys Phe Val Tyr Phe Lys Ala Leu Leu Thr Lys Pro Ala Ser His 
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1.5 10 15 

Gin Gin Asn Lys Leu Phe Tyr Pro Glu His His Ser Tyr Ala Leu Glu 
20* 25 30 

His Cys lie Ser Leu Leu Leu Thr Arg Lys Gin Gin Cys Asn Tyr Ser 
35 40 45 

His Val Asn Arg Gly Cys Ala Ser His Val Val Pro Ser Glu Ser lie 
50 55 60 

Gly Trp lie Val Cys Val Pro Trp Leu Met Leu Thr His Gin Tyr Arg 

65 70 75 80 

Ser Ala Leu Arg Val Cys Arg Asp Gly Gin Cys Leu Thr Ala Glu Ala 

85 90 95 

Ser Leu Gly Gin Arg Met Asp 
‘ 100 

<210> 5685 

<211> 604 

<212 > DNA 

<213> Homo sapiens 

<4 00> 5685 

ccatgcagcc gcgtgggtgg caagcgggtg gtgtgctatg acgacagatt cattgtgaag 
60 

ctggcctacg agtctgacgg gatcgtggtt tccaacgaca cataccgtga cctccaaggc 
120 

gagcggcagg agtggaagcg cttcatcgag gagcggctgc tcatgtactc cttcgtcaat 
180 

gacaagtatg ttccctccca gaggccctga cagacttggg gtccacaggg gaagccagag 
240 

gtgcccttgg caagggtgga gctgggggct gggctctgcg gggccctgtg gccatgggag 
300 

gttgcgggtc ttggctccag gcagctttga gagtgagacg gatagctcac cacataggag 
360 

aaatcagacc gggaccaggc aggctgtggg gtggagagag tggctaattt gggagataga 
420 

gccgtagcac ttatgagggg atgtatgtgg ttgatggttc caggtggcct ctctacgaac 
480 

caacatggca tctctcgagc agaggccatg ggccagtggg tgcgggctgc catcccccga 
540 

cgacttcagg gagggagttc ccctaaaggt gcccatgggc tgtggccctc tagaccgggg 

600 

atcc 

604 

<210> 5686 
<211> 69 
<212> PRT 

<213 > Homo sapiens 
<400> 5686 

Pro Cys Ser Arg Val Gly Gly Lys Arg Val Val Cys Tyr Asp Asp Arg 
. 1 5 10 15 

Phe lie Val Lys Leu Ala Tyr Glu Ser Asp Gly lie Val Val Ser Asn 
20 25 30 

Asp Thr Tyr Arg Asp Leu Gin Gly Glu Arg Gin Glu Trp Lys Arg Phe 
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35 40 45 

lie Glu Glu Arg Leu Leu Met Tyr Ser Phe Val Asn Asp Lys Tyr Val 
50 55 60 

Pro Ser Gin Arg Pro 
65 

<210> 5687 

<211> 328 

<212> DNA 

<213 > Homo sapiens 

<400> 5687 

actctctccc gaccgcgtgg tgcgggtaag ggtggtggtg atggtggtgg tggtgagcgc 
60 

ccccggctct gcatgcacgc ctgcgtgaac accccgggct cttcccgttg cacctgcccc 
120 

ggtggatccg aaactctggc tgacgggaag agctgtgaga atgtggatga atgtgtgggc 
180 

ctgcagccgg tgtgccccca ggggaccaca tgcatcaaca ccggtggaag cttccagtgt 
240 

gtcagccctg agtgccccga gggcagcggc aatgtgagct acgtgaagac gtctccattc 
300 

cagtgtgagc ggaacccctg ccccatgg 
328 

<210 > 5688 
<2 11> 109 
<212> PRT 

<213> Homo sapiens 
<4 00> 5688 


Thr Leu 

Ser 

Arg 

Pro 

Arg 

Gly 

Ala 

Gly 

Lys 

Gly Gly Gly 

Asp 

Gly 

Gly 

1 



5 





10 




15 


Gly Gly 

Glu 

Arg 

Pro 

Arg 

Leu 

Cys 

Met 

His 

Ala 

Cys Val 

Asn 

Thr 

Pro 



20 





25 




30 



Gly Ser 

Ser 

Arg 

Cys 

Thr 

Cys 

Pro 

Gly 

Gly 

Ser 

Glu Thr 

Leu 

Ala 

Asp 


35 





40 




45 




Gly Lys 

Ser 

Cys 

Glu 

Asn 

Val 

Asp 

Glu 

Cys 

Val 

Gly Leu 

Gin 

Pro 

Val 

50 





55 





60 




Cys Pro 

Gin 

Gly 

Thr 

Thr 

Cys 

He 

Asn 

Thr 

Gly Gly Ser 

Phe 

Gin 

Cys 

65 




70 





75 




80 

Val Ser 

Pro 

Glu 

Cys 

Pro 

Glu 

Gly 

Ser 

Gly 

Asn 

Val Ser 

Tyr 

Val 

Lys 




85 





90 




95 


Thr Ser 

Pro 

Phe 

Gin 

Cys 

Glu 

Arg 

Asn 

Pro 

Cys 

Pro Met 






100 





105 








<210> 5689 
<2 11> 1897 
<2 12> DNA 

<213> Homo sapiens 
<4 00> 5689 

nagtactaca aaatgtctgg cacatgacag atgctcatga taaaatgttt gacagttgaa 
60 
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tgaacaatca gaatcataga agagtgtgag cactggtcct ttgtcttcca ggtgggacag 
120 

tgtgtggtgg tcttcagcca ggctcctagt gggagagccc cactcagccc cagtttgaac 
1B0 

tctcgcccat cacctatcag tgccactncc tccagctctc gttcctgaaa cccgagagta 
240 

ccgctctcag tctccagtaa gaagcatgga tgaagctcct tgtgttaacg gccgctgggg 
300 

aacactgaga cccagggctc aaaggcagac tcctcaggtt cccgggaagg gagcctttcc 
360 

ccagccagag gagacggctc tcctatcctc aatggtggga gtttgtctcc aggaacggca 
420 

gctgtgggtg gctcttcttt ggacagtcct gtacaggcca tatctccaag tactccatct 
480 

gctgctgaag gatacgacct gaaaatagga ctttctttgg ccccccgacg aggatcaacc 
540 

agatcagaaa gatctgagat taggatccat agatctgaat tgggatctaa acccgcttcc 
600 

agtagtaatc ccatggatgg catggacaat aggacagttg ggggaagtat gagacaccct 
660 

cctgaacaga caaatggtgt gcatacccca cctcacgtgg ccagtgccct tgcaggggcc 
720 

gtctccccag gtgccctgcg tcggagtctg gaagccatca aagcgatgtc ctccaaaggc 
780 

ccctcggcct ctgcagcact aagtcctcct cttgggtctt ctccaggctc tcctgggagc 
840 

cagagtttga gcagtggaga aacagtgccc atccctcgcc cagggcctgc ccaaggagat 
900 

ggacattcct tacctcccat tgctcgccgc ctgggccacc accctccaca gtccctaaat 
960 

gttggcaaac ccctatacca gagtatgaac tgcaagccca tgcagatgta cgtgctggac 
1020 

attaaagaca ccaaggagaa ggggcgggtc aaatggaaag tatttaatag cagttctgtg 
1080 

gttggacctc ctgaaaccag cctgcatacc gtggtacaag gcaggggtga actcatcata 
1140 

tttggaggac tcatggacaa gaaacagaat gtgaagtact atccaaaaac aaacgccttg 
1200 

tactttgtac gagcaaagag ataatgtgtt ctaaacccct ttccttttct gtggctttta 
1260 

atttggaatt ttccagtgtg taagcatttg gactgagaat tgggaaaaca aaattactcc 
1320 

cagaagccaa aactctttaa ttcccaaccg aagtcactcc aggctgggat caaatctcca 
1380 

ttaagaaaaa aaattatata taaatatata tatatatatt atatagccaa ctctgttgac 
1440 

aaaaaaaggg agagatttcc atcctggttc agataaagtt gttgctgtgt tttaacaggg 
1500 

gctgggctgc ctttttctac cttgctggta actagaccaa gaagttagag aatagactaa 
1560 

catcagtaac ttcccaaaag aaactgaaga gccccctgta aatctttatg tggccttctt 
1620 

ggagttaaaa aatgaaaggg catatgtaag ttgcaaaggt ggagggtttt agactctcat 
1680 
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gcttcaggtg ctgtcggggt aaaagtaact gtttttcccc ttctcttaaa accacagagg 
1740 

acctgtgaca gctctgcaga aatgccagtg cctggccccc tcttgccttt tatggctgag 
1800 

gaaagttacc caacaaagga ttttattcca catttgtgtg ccgggtcatt gtgaaataat 
1860 

gtttatgcag ccaacatctg aaaaaaaaaa aaaaaaa 
1897 

<210> 5690 
<2 11> 54 
<212 > PRT 

<213> Homo sapiens ; 

<4 00 > 5690 

Thr He Arg lie lie Glu Glu Cys Glu His Trp Ser Phe Val Phe Gin 
15 10 15 

Val Gly Gin Cys Val Val Val Phe Ser Gin Ala Pro Ser Gly Arg Ala 
20 25 30 

Pro Leu Ser Pro Ser Leu Asn Ser Arg Pro Ser Pro lie Ser Ala Thr 
35 40 45 

Xaa Ser Ser Ser Arg Ser 
50 

<210> 5691 
<2ll> 1227 
<212> DNA 

<213> Homo sapiens 
<400 > 5691 

aagcggaaaa acaattgcca tggcaaccac attgagatgc aggccatggc agagatgtac 
60 

aaccgtcctg tggaggtgta ccagtacagc acagaaccca tcaacacatt ccatgggata 
120 

catcaaaacg aggacgaacc cattcgtgtt agctaccatc ggaatatcca ctataattca 
180 

gtggtgaatc ctaacaaggc caccattggt gtggggctgg gctgccatca ttcaaaccag 
240 

ggtttgcaga gcagtctctg atgaagaatg ccataaaaac atcggaggag tcatggattg 
300 

aacagcagat gctagaagac aagaaacggg ccacagactg ggaggccaca aatgaagcca 
360 

tcgaggagca ggtggctcgg gaatcctacc tgcagtggtt gcgggatcag gagaaacagg 
420 

ctcgccaggt ccgaggcccc agccagcccc ggaaagccag cgccacatgc agttcggcca 
480 

cagcagcagc ctccagtggc ctggaggagt ggactagccg gtccccgcgg cagcggagtt 
540 

cagcctcgtc acctgagcac cctgagctgc atgctgaatt gggcatgaag cccccttccc 
600 

caggcactgt tttagctctt gccaaacctc cttcgccctg tgcgccaggt acaagcagtc 
660 

agttctcggc aggggccgac cgggcaactt ccccccttgt gtccctctac cctgctttgg 
720 
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agtgccgggc cctcattcag cagatgtccc cctctgcctt tggtctgaat gactgggatg 
780 

atgatgagat cctagcttcg gtgctggcag tgtcccaaca ggaataccta gacagtatga 
840 

agaaaaacaa agtgcacaga gacccgcccc cagacaagag ttgatggaga cccagggatt 
900 

ggacaccatc tcccaacccc agggattcgg gcaagggtgc cgaagataga caagaggcac 
960 

acagagacag accaactggc agccaggcag ccccagagga gagagacatt cagacagagg 
1020 

aaagtctccc tgcccctcat tccttccaag atgagaaaaa cttgccgcca ccccccgaca 
1080 

ctgatgccag ggaggtggga ggaagaagtg ggaaatttcc cttcccagta cccccaagaa 
1140 

cgtctgagcc ttcaatgttg aattttttct ttattaaaat tacttttatc ttataaaatc 
1200 

aactaatcaa aaatgaaaaa aaaaaaa 
1227 

<210> 5692 
< 2 11 > 86 
<2 12 > PRT 

<213 > Homo sapiens 

< 4 0 0 > 5692 
Lys Arg Lys Asn Asn 
1 5 

Ala Glu Met Tyr Asn 
20 

Pro lie Asn Thr Phe 
35 

Arg Val Ser Tyr His 
50 

Asn Lys Ala Thr lie 
65 

Gly Leu Gin Ser Ser 
85 

<210> 5693 
<211> 389 
<212 > DNA 

<213 > Homo sapiens 
<400> 5693 

nacgcgtgtg ggatacccct tcgcggggac agccaggcag aaagacgctg ctcctcctcg 
60 

gacactgggg cacctctgcg cctgtcccaa ggccacgctg gctctcttca ggcccatggc 
120 

tccaaccccg cagggcccct cgtcgggcgg tcccaactta gtcgtcccct gacgcggcct 
180 

ctgggccctc ccgggttggg gagctgacgg cagcttcccc ccacaggtgc ctctgagcct 
240 

cggaacatga tctacatgag ccgcttgggt atctggggcg agggcacacc cttccggaac 
300 


Cys 

His 

Gly Asn 

His 

10 

lie 

Glu 

Met 

Gin 

Ala 

15 

Met 

Arg 

Pro 

Val Glu 
25 

Val 

Tyr 

Gin 

Tyr 

Ser 

30 

Thr 

Glu 

His 

Gly 

He His 
40 

Gin 

Asn 

Glu 

Asp 

45 

Glu 

Pro 

lie 

Arg 

Asn 

55 

lie His 

Tyr 

Asn 

Ser 

60 

Val 

Val 

Asn 

Pro 

Gly Val 

70 

Leu 

Gly Leu 

Gly 

Cys 

75 

His 

His 

Ser 

Asn 

Gin 

80 
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tttgaggagt tcctgcacgc catcgagaag aggggcgttg gcgccatgga gatcgtggcc 
360 

atggacatga aggtcagcgg gcatgtaca 
389 

<210> 5694 
<211> 60 
<212> PRT 

<213> Homo sapiens 

<400 > 5694 
Arg Gin Leu 
1 

Met Ser Arg 

Glu Glu Phe 
35 

He Val Ala 
50 

<210> 5695 
<211> 1417 
<212> DNA 
<213> Homo sapiens 

<400> 5695 

gtggccctcc accggtcatt gaagcctcaa ggtcaggtgg gtgagcagga ggaggctggt 
60 

gccttgcggc aagccctaac cttttccctg ttggagcagc ccccgttgga ggcagaagag 
120 

cccccagata gggggactga tggcaaggcc cagctggtgg tgcactcggc ctttgagcag 
180 

gatgtggagg agctggaccg ggcgctcagg gctgccttgg aggtccacgt ccaggaggag 
240 

acggtggggc cctggcgccg cacactgcct gcagagctgc gtgctcgcct ggagcggtgc 
300 

catggtgtga gtgttgccct gcgtggtgac tgcaccatcc tccgtggctt cggggcccac 
360 

cctgcccgtg ctgcccgcca cttggtggca cttctggctg gcccctggga tcagagtttg 
420 

gcctttccct tggcagcttc aggccctacc ttggcggggc agacgctgaa ggggccctgg 
480 

aacaacctgg agcgtctggc agagaacacc ggggagttcc aggaggtggt gcgggccttc 
540 

tacgacaccc tggacgctgc ccgcagcagc atccgcgtcg ttcgtgtgga gcgcgtgtcg 
600 

cacccgctgc tgcagcagca gtatgagctg taccgggagc gcctgctgca gcgatgcgag 
660 

cggcgcccgg tggagcaggt gctgtaccac ggcacgacgg caccggcagt gcctgacatc 
720 

tgcgcccacg gcttcaaecg cagcttctgc ggccgcaacg ccacggtcta cgggaagggc 
780 

gtgtatttcg ccaggcgcgc ctccctgtcg gtgcaggacc gctactcgcc ccccaacgcc 
840 


Pro Pro Thr Gly Ala Ser Glu Pro Arg Asn Met lie Tyr 
5 10 15 

Leu Gly lie Trp Gly Glu Gly Thr Pro Phe Arg Asn Phe 
20 25 30 

Leu His Ala lie Glu Lys Arg Gly Val Gly Ala Met Glu 
40 45 

Met Asp Met Lys Val Ser Gly His Val 
55 60 


4856 



WO 00/58473 


PCT/US00/08621 


gatggccata aggcggtgtt cgtggcacgg 
900 

cgcggtctgc gggcgccccc tctgcggggt 
960 

gccgtggact gcatctgcca gcccagcatc 
1020 

cccacccacc tcatcacctg cgagcacgtg 
1080 

ctcccgggcc gctccccaga cacttaaccg 
1140 

aggctcccag ctccgcacag gctgatgctc 
1200 

ccccggggac gcccctgcat ccctctgcgg 
1260 

cagcagcggc cgaggggggc cgggctaggt 
1320 

tcagcagagc ccaggagcga caccgcccgc 
1380 

tctgttgttt gaataaacgt gaacgtgaac 
1417 

<210> 5696 

<211> 368 

<212 > PRT 

<213> Homo sapiens 


<400> 5696 


Val 

Ala 

Leu 

His 

Arg 

Ser 

Leu 

Lys 

1 




5 




Glu 

Glu 

Ala 

Gly 

Ala 

Leu 

Arg 

Gin 




20 





Gin 

Pro 

Pro 

Leu 

Glu 

Ala 

Glu 

Glu 



35 





40 

Lys 

Ala 

Gin 

Leu 

Val 

Val 

His 

Ser 


50 





55 


Leu Asp 

Arg 

Ala 

Leu 

Arg 

Ala 

Ala 

65 





70 



Thr 

Val 

Gly 

Pro 

Trp 

Arg 

Arg 

Thr 





85 




Leu 

Glu 

Arg 

Cys 

His 

Gly 

Val 

Ser 




100 





He 

Leu 

Arg 

Gly 

Phe 

Gly 

Ala 

His 



115 





120 

val 

Ala 

Leu 

Leu 

Ala 

Gly 

Pro 

Trp 


130 





135 


Ala 

Ala 

Ser 

Gly 

Pro 

Thr 

Leu 

Ala 

145 





150 



Asn 

Asn 

Leu 

Glu 

Arg 

Leu 

Ala 

Glu 





165 




Val 

Arg 

Ala 

Phe 

Tyr 

Asp 

Thr 

Leu 




180 





Val 

Val 

Arg 

Val 

Glu 

Arg 

Val 

Ser 



195 





200 

Glu 

Leu 

Tyr 

Arg 

Glu 

Arg 

Leu 

Leu 


gtgctgactg gcgactacgg gcagggccgc 
cctggccacg tgctcctgcg ctacgacagc 
ttcgtcatct tccacgacac ccaggcgctg 
ccccgcgctt cccccgacga cccctctggg 
aaggggccac cctctggcct cctgcttccc 
cccgccccca actgtggccg cctgagctgt 
gctccagaag gcggtgtggg ggatggcggt 
cccagcctgg gccgacccca ccaccagggg 
ccgccgctcc cagacctcgc ccgagtcggc 
ccagaaa 


Pro 

Gin Gly 

Gin 

Val 

Gly 

Glu 

Gin 


10 




15 


Ala 

Leu 

Thr 

Phe 

Ser 

Leu 

Leu 

Glu 

25 





30 



Pro 

Pro 

Asp 

Arg 

Gly 

Thr 

Asp 

Gly 





45 




Ala 

Phe 

Glu 

Gin 

Asp 

Val 

Glu 

Glu 




60 





Leu 

Glu 

Val 

His 

Val 

Gin 

Glu 

Glu 



75 





80 

Leu 

Pro 

Ala 

Glu 

Leu 

Arg 

Ala 

Arg 


90 





95 


Val 

Ala 

Leu 

Arg 

Gly 

Asp 

Cys 

Thr 

105 





110 



Pro 

Ala Arg 

Ala 

Ala 

Arg 

His 

Leu 





125 




Asp 

Gin 

Ser 

Leu 

Ala 

Phe 

Pro 

Leu 




140 





Gly 

Gin 

Thr 

Leu 

Lys 

Gly 

Pro 

Trp 



155 





160 

Asn 

Thr Gly 

Glu 

Phe 

Gin 

Glu 

Val 


170 





175 


Asp 

Ala 

Ala 

Arg 

Ser 

Ser 

lie 

Arg 

185 





190 



His 

Pro 

Leu 

Leu 

Gin 

Gin 

Gin 

Tyr 





205 




Gin 

Arg Cys 

Glu 

Arg 

Arg 

Pro 

Val 


4857 



WO 00/58473 


PCT/US00/08621 


210 





215 




220 





Glu Gin 

Val 

Leu 

Tyr 

His 

Gly 

Thr 

Thr 

Ala 

Pro Ala 

Val 

Pro 

Asp 

lie 

225 




230 





235 




240 

Cys Ala 

His 

Gly 

Phe 

Asn 

Arg 

Ser 

Phe 

Cys 

Gly Arg 

Asn 

Ala 

Thr 

Val 



245 





250 




255 


Tyr Gly Lys 

Gly 

val 

Tyr 

Phe 

Ala 

Arg 

Arg 

Ala Ser 

Leu 

Ser 

Val 

Gin 



260 





265 




270 



Asp Arg 

Tyr 

Ser 

Pro 

Pro 

Asn 

Ala 

Asp 

Gly 

His Lys 

Ala 

Val 

Phe 

Val 


275 





280 




285 




Ala Arg 

Val 

Leu 

Thr 

Gly 

Asp 

Tyr 

Gly 

Gin 

Gly Arg 

Arg 

Gly 

Leu Arg 

290 





295 




300 





Ala Pro 

Pro 

Leu 

Arg 

Gly 

Pro 

Gly 

His 

Val 

Leu Leu 

Arg 

Tyr 

Asp 

Ser 

305 




310 





315 




320 

Ala Val 

Asp 

Cys 

He 

Cys 

Gin 

Pro 

Ser 

lie 

Phe Val 

lie 

Phe 

His 

Asp 




325 





330 




335 


Thr Gin 

Ala 

Leu 

Pro 

Thr 

His 

Leu 

lie 

Thr 

Cys Glu 

His 

Val 

Pro Arg 



340 





345 




350 



Ala Ser 

Pro 

ASp 

Asp 

Pro 

Ser 

Gly 

Leu 

Pro 

Gly Arg 

Ser 

Pro 

Asp 

Thr 


355 





360 




365 





<210> 5697 
<211> 3362 
<212> DNA 
<213> Homo sapiens 

<400> 5697 

gtatccaatt caaagaatac aaaagggtat acagagaagt tggcctccct cctaccctgt 
60 

ccttcagcca ccagtgatga tgattcacgg ttcttcactg cacccagcca agggtacaga 
120 

tgggtcccaa aacctccgtg cctgaggaaa ggagcacgtt ttcctatgtg tgcaaaggtg 
180 

ccatgtgcgc ttgcaggttt gaaatgaggc gagtcttctt caagaagtca ggagaggggg 
240 

agtcttccaa tgaattcatc tttccttccc cccaaccatt cccctcttgg cttttctaga 
300 

atgttcgtgg catcagagag aaagatgaga gctcaccagg tgctcacctt cctcctgctc 
360 

ttcgtgatca cctcggtggc ctctgaaaac gccagcacat cccgaggctg tgggctggac 
420 

ctcctccctc agtacgtgtc cctgtgcgac ctggacgcca tctggggcat tgtggtggag 
480 

gcggtggccg gggcgggcgc cctgatcaca ctgctcctga tgctcatcct cctggtgcgg 
540 

ctgcccttca tcaaggagaa ggagaagaag agccctgtgg gcctccactt tctgttcctc 
600 

ctggggaccc tgggcctctt tgggctgacg tttgccttca tcatccagga ggacgagacc 
660 

atctgctctg ttcgccgctt cctctggggc gtcctctttg cgctctgctt ctcctgcctg 
720 

ctgagccagg catggcgcgt gcggaggctg gtgcggcatg gcacgggccc cgcgggctgg 
780 

cagctggtgg gcctggcgct gtgcctgatg ctggtgcaag tcatcatcgc tgtggagtgg 
840 
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ctggtgctca ccgtgctgcg tgacacaagg ccagcctgcg cctacgagcc catggacttt 
900 

gtgatggccc tcatctacga catggtactg cttgtggtca ccctggggct ggccctcttc 
960 

actctgtgcg gcaagttcaa gaggtggaag ctgaacgggg ccttcctcct catcacagcc 
1020 

ttcctctctg tgctcatctg ggtggcctgg atgaccatgt acctcttcgg caatgtcaag 
1080 

ctgcagcagg gggatgcctg gaacgacccc accttggcca tcacgctggc ggccagcggc 
1140 

tgggtcttcg tcatcttcca cgccatccct gagatccact gcacccttct gccagccctg 
1200 

caggagaaca cgcccaacta cttcgacacg tcgcagccca ggatgcggga gacggccttc 
1260 

gaggaggacg. tgcagctgcc gcgggcctat atggagaaca aggccttctc catggatgaa 
1320 

cacaatgcag ctctccgaac agcaggattt cccaacggca gcttgggaaa aagacccagt 
1380 

ggcagcttgg ggaaaagacc cagcgctccg tttagaagca acgtgtatca gccaactgag 
1440 

atggccgtcg tgctcaacgg tgggaccatc ccaactgctc cgccaagtca cacaggaaga 
1500 

cacctttggt gaaagacttt aagttccaga gaatcagaat ttctcttacc gatttgcctc 
1560 

cctggctgtg tctttcttga gggagaaatc ggtaacagtt gccgaaccag gccgcctcac 
1620 

agccaggaaa tttggaaatc ctagccaagg ggatttcgtg taaatgtgaa cactgacgaa 
1680 aacaccgact gcccgcccct cccctgccac acacacagac acgtaatacc 174C 
agaccaacct caatccccgc aaactaaagc aaagctaatt gcaaatagta ttaggctcac 
1800 

tggaaaatgt ggctgggaag actgtttcat cctctggggg tagaacagaa ccaaattcac 
1860 

agctggtggg ccagactggt gttggttgga ggtggggggc tcccactctt atcacctctc 
1920 

cccagcaagt gctggacccc aggtagcctc ttggagatga ccgttgcgtt gaggacaaat 
1980 

ggggactttg ccaccggctt gcctggtggt ttgcacattt caggggggtc aggagagtta 
2040 

aggaggttgt gggtgggatt ccaaggtgag gcccaactga atcgtggggt gagctttata 
2100 

gccagtagag gtggagggac cctggcatgt gccaaagaag aggccctctg ggtgatgaag 
2160 

tgaccatcac atttggaaag tgatcaacca ctgttccttc tatggggctc ttgctctagt 
2220 

gtctatggtg agaacacagg ccccgcccct tcccttgtag agccatagaa atattctggc 
2280 

ttggggcagc agtcccttct tcccttgatc atctcgccct gttcctacac ttacgggtgt 
2340 

atctccaaat cctctcccaa ttttattccc ttattcattt caagagctcc aatggggtct 
2400 

ccagctgaaa gcccctccgg gaggcaggtt ggaaggcagg caccacggca ggttttccgc 
2460 

gatgatgtca cctagcaggg cttcaggggt tcccactagg atgcagagat gacctctcgc 
2520 
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tgcctcacaa gcagtgacac ctcgggtcct ttccgttgct atggtgaaaa ttcctggatg 
2580 

gaatggatca catgagggtt tcttgttgct tttggagggt gtgggggata ttttgttttg 
2640 

gtttttctgc aggttccatg aaaacagccc ttttccaagc ccattgtttc tgtcatggtt 
2700 

tccatctgtc ctgagcaagt cattcctttg ttatttagca tttcgaacat ctcggccatt 
2760 

caaagccccc atgttctctg cactgtttgg ccagcataac ctctagcatc gattcaaagc 
2820 

agagttttaa cctgacggca tggaatgtat aaatgagggt gggtccttct gcagatactc 
2880 

taatcactac attgcttttt ctataaaact acccataagc ctttaacctt taaagaaaaa 
2940 

tgaaaaaggt tagtgtttgg gggccggggg aggactgacc gcttcataag ccagtacgtc 
3000 

tgagctgagt atgtttcaat aaaccttttg atatttctca aggccctagt ctctgctgtc 
3060 

tcccctcccc accccatcct tgcaaagcac tggggaaagt aaggccaatc tggccctccc 
3120 

tgtgtgaccc gccttcgagt tttccttaac agttagtaca tttccttgtg ttaccacgca 
3180 

cggggaagaa aacgcatggc cccagaatgc cacccccacc tgacctcccc ggaagcaccc 
3240 

cgcctctgcc cagagcatgt gcttgcttct agagaatccc gttccagtca ttgcgtggac 
3300 

agaaaacgta agagtcctgg ggaggggtgg gagggaatga agctaggacc tggggtcggg 

3360 

gt 

3362 

<210> 5698 

c211> 403 

<212> PRT 

<2 13 > Homo sapiens 

<40Q> 5698 

Met Phe Val Ala Ser Glu Arg Lys Met Arg Ala His Gin Val Leu Thr 
15 10 15 

Phe Leu Leu Leu Phe Val lie Thr Ser Val Ala Ser Glu Asn Ala Ser 
20 25 30 

Thr Ser Arg Gly Cys Gly Leu Asp Leu Leu Pro Gin Tyr Val Ser Leu 

35 40 45 

Cys Asp Leu Asp Ala lie Trp Gly lie Val Val Glu Ala Val Ala Gly 

50 55 60 

Ala Gly Ala Leu lie Thr Leu Leu Leu Met Leu lie Leu Leu Val Arg 

65 70 75 80 

Leu Pro Phe lie Lys Glu Lys Glu Lys Lys Ser Pro Val Gly Leu His 

85 90 95 

Phe Leu Phe Leu Leu Gly Thr Leu Gly Leu Phe Gly Leu Thr Phe Ala 
100 105 110 

Phe He lie Gin Glu Asp Glu Thr lie Cys Ser Val Arg Arg Phe Leu 

115 120 , 125 

Trp Gly Val Leu Phe Ala Leu Cys Phe Ser Cys Leu Leu Ser Gin Ala 
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130 135 140 

Trp Arg Val Arg Arg Leu Val Arg His Gly Thr Gly Pro Ala Gly Trp 

145 150 155 160 

Gin Leu Val Gly Leu Ala Leu Cys Leu Met Leu Val Gin Val lie lie 

165 170 175 

Ala Val Glu Trp Leu Val Leu Thr Val Leu Arg Asp Thr Arg Pro Ala 
180 185 190 

Cys Ala Tyr Glu Pro Met Asp Phe Val Met Ala Leu lie Tyr Asp Met 
195 200 205 

Val Leu Leu Val Val Thr Leu Gly Leu Ala Leu Phe Thr Leu Cys Gly 
210 215 220 

Lys Phe Lys Arg Trp Lys Leu Asn Gly Ala Phe Leu Leu lie Thr Ala 

225 230 235 240 

Phe Leu Ser Val Leu lie Trp Val Ala Trp Met Thr Met Tyr Leu Phe 

245 250 255 

Gly Asn Val Lys Leu Gin Gin Gly Asp Ala Trp Asn Asp Pro Thr Leu 
260 265 270 

Ala lie Thr Leu Ala Ala Ser Gly Trp Val Phe Val lie Phe His Ala 
275 280 285 

lie Pro Glu lie His Cys Thr Leu Leu Pro Ala Leu Gin Glu Asn Thr 
290 295 300 

Pro Asn Tyr Phe Asp Thr Ser Gin Pro Arg Met Arg Glu Thr Ala Phe 

305 310 315 320 

Glu Glu Asp Val Gin Leu Pro Arg Ala Tyr Met Glu Ash Lys Ala Phe 

325 330 335 

Ser Met Asp Glu His Asn Ala Ala Leu Arg Thr Ala Gly Phe Pro Asn 
340 345 350 

Gly Ser Leu Gly Lys Arg Pro Ser Gly Ser Leu Gly Lys Arg Pro Ser 
355 360 365 

Ala Pro Phe Arg Ser Asn Val Tyr Gin Pro Thr Glu Met Ala Val Val 
370 375 380 

Leu Asn Gly Gly Thr He Pro Thr Ala Pro Pro Ser His Thr Gly Arg 

385 390 395 400 

His Leu Trp 

<210> 5699 
<211> 1565 
<212> DNA 

<213 > Homo sapiens 
<400> 5699 

tttttttttt tttttttttt tttttttttt ttttttcata gtgaaaccat tttctagaaa 
60 

atcaaatatt ttattttcat taaaaaaaaa ccttgaataa taggaatcat tttacacatt 
120 

aatggttgct ctttaaaagt tagaatctca agagatacca aaagcactta agagttacca 
180 

ccacattttg cccaagttct aaggaaagtt ctgaaactta gtggtggtgt gtttgtactc 
240 

agcaagctcc agacagtctg agttgctcat tccatgaaca gaagcttgaa aatgccctta 
300 

cagttgagat ataaacgagg gaagaggtga agctttcagg aagccagaga gcccctgccg 
360 
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gtcaggtttc ctgaggaagg caggggtgct ctatgctcat cagtcattca agcttctcag 
420 

gaaatgtgcc catcatggga acagcagcta tcttccaagc ttaaaaatta tgaatcccag 
480 

gaagttaaag cccaaccagc caaccacctt cacatccttc tcatactagt agagtcattc 
540 

aaaacagcaa gtggtgcttc tgaggcagcc tcaggaaggt ctttgggtgg ctattctaga 
600 

ggtgaacata ctggaaaggt ttttacctaa agcattttca gttgaaatga aaaaagaagg 
660 

aaagctccaa aagtcagttt caaattcttt cagtgctgct cccagagaag tccgtgtgca 
720 

aaggtgtgat gttctggtca taagcggcat actcagaggt gccggtactg gccagcttga 
780 

gctgctgggc agcatgggtc agctggaatg cagcatcagg gtgggctgtc tcaggcagca 
840 

gtgtgcattc cctttccagc atgtcagcca cccctttcag caggtccagg aaaccaaagg 
900 

ctagagcggc ctttcgcaaa cggttcagct ccttatagaa tgtctgtgtt ttttcaggta 
960 

gtttccttgc atttcttaaa atcttctgta catctgtctg caggccgctg ggtttgatcc 
1020 

agacagtcac attctgggca taactgcgtt tgtttttggg ctgtaggggg aatggactct 
1080 

tattgtcatc ctcgccataa gggttttctt tagcatctga aataggaccc aactgtgcca 
1140 

ttttccctag ccatgggaga ggttctgggc caggctcaaa gagagacatc atgaggtttg 
1200 

atttcttctt gctgtcagct tgggagtaga gcattccatg ccattcagga cctaattgaa 
1260 

caatcgctac cattccttcc acttttaggc taccatggag caggacacaa aagttgggta 
1320 

ttttgcctgc aatctgattg gctgaattct catcttcatt gtcatcagtg atgccagcac 
1380 

ccacctcatc accttctttg ttaagtgcta tgggcaagac cagatgcctg gacagaactg 
1440 

ggggacttga aatatcagct atatcaataa atcccactat ttccaaatct gtgttaatga 
1500 

ctttagggat aggatcaatt tcttcatcta caacaaaagg ttctggcctg gggaagactt 

1560 

gtacc 

1565 

<210> 5700 
<211> 197 
<212> PRT 

<213 > Homo sapiens 
<400> 5700 

Met Val Ala lie Val Gin Leu Gly Pro Glu Trp His Gly Met Leu Tyr 
1 5 10 15 

Ser Gin Ala Asp Ser Lys Lys Lys Ser Asn Leu Met Met Ser Leu Phe 
20 25 30 

Glu Pro Gly Pro Glu Pro Leu Pro Trp Leu Gly Lys Met Ala Gin Leu 
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35 40 45 

Gly Pro lie Ser Asp Ala Lys Glu Asn Pro Tyr Gly Glu Asp Asp Asn 
50 55 60 

Lys Ser Pro Phe Pro Leu Gin Pro Lys Asn Lys Arg Ser Tyr Ala Gin 

65 70 75 80 

Asn Val Thr Val Trp lie Lys Pro Ser Gly Leu Gin Thr Asp Val Gin 

85 90 95 

Lys lie Leu Arg Asn Ala Arg Lys Leu Pro Glu Lys Thr Gin Thr Phe 
100 105 110 

Tyr Lys Glu Leu Asn Arg Leu Arg Lys Ala Ala Leu Ala Phe Gly Phe 
115 120 125 

Leu Asp Leu Leu Lys Gly Val Ala Asp Met Leu Glu Arg Glu Cys Thr 
130 135 140 

Leu Leu Pro Glu Thr Ala His Pro Asp Ala Ala Phe Gin Leu Thr His 

145 150 155 160 

Ala Ala Gin Gin Leu Lys Leu Ala Ser Thr Gly Thr Ser Glu Tyr Ala 

165 170 175 

Ala Tyr Asp Gin Asn He Thr Pro Leu His Thr Asp Phe Ser Gly Ser 
180 185 190 

Ser Thr Glu Arg lie 
195 

<210> 5701 

<211> 1885 

<212> DNA 

<213 > Homo sapiens 

<400> 5701 

gccttgcaca tggagatgct tagctgaggg ggtggctttg ttagactatt tgcaggtcgt 
60 

gagatagagc ctgagatggg ggactgggcc cctgcctggg ggattgggtc gtgacctgtg 
120 

tggagcccca cactgagctg cagtgggtgg ggagggtggt ttacaggggt gctctgtgca 
180 

gcccctctga ttttcccctg ggagtcccag gtccagggga aggaggacag tggcccaggc 
240 

cacacagctc actgggcggc tctcactccc ccagggctgg ctgctggcgg gatggacacc 
300 

ctggaggagg tgacttgggc caatgggagc acagcgctac ccccacccct ggcaccaaac 
360 

atcagtgtgc ctcatcgctg cctgctgctg ctctacgaag acattggcac ctccagggtc 
420 

cggtactggg acctcttgct gctcatcccc aatgtgctct tcctcatctt cctgctctgg 
480 

aagcttccat ctgctcgggc gaagatccgc atcacctcca gccccatttt tatcaccttc 
540 

tacatcctgg tgtttgtggt ggcgctggtg ggcattgccc gggccgtggt atccatgacg 
600 

gtgagcacct cgaacgctgc aactgttgct gataagatcc tgtgggagat cacccgcttc 
660 

ttcctgctgg ccatcgagct gagtgtgatc atcctgggcc tggcctttgg ccacctggag 
720 

agtaagtcca gcatcaagcg ggtgctggcc atcaccacag tgctgtccct ggcctactct 
780 
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gtcacccagg ggaccctgga 
840 

aatatctatg gccatggggg 
900 

gtctactctc tggtggtcat 
960 

tctcggagga gcttctacgt 
1020 

ctggggagtg tgctgctgtg 
1080 

accttcctgt acttcagctt 
1140 

ttcggctcgg agcccaagat 
1200 

gccagatgta cacctacccc 
1260 

aggggctgct ggggcctcag 
1320 

ggtggcctac ctggatgaca 
1380 

agacagcgag cgctggaagg 
•1440 

caggccagag aggaggccag 
1500 

acgttctgtg ggcagtagcc 
1560 

ctccctgggg ctcccaatcc 
1620 

tcccacctgc tctcatactg 
1680 

tggcaaggtt ggctgagggc 
1740 

ctctcccaat gcctccatcc 
1800 

ggtggatgga ctgaagtgtg 
1860 

gcagaaaaaa aaaaaaaaag 
1885 

<210> 5702 

<211> 348 

<212> PRT 

<2 13 > Homo sapiens 


gatcctgtac cctgatgccc 
ccgccagttc tggctggtca 
ccttcccaag accccgctga 
gtatgcgggc atcctggcac 
cttcgacatc atcgaggggc 
cttcgctccg ctcatctacg 
cctcttcntc ctacaaatgc 
agccctacgc tgtggcccgg 
ctgccagcta ctcgagcacg 
tcgcttccat gccctgccac 
ccatcaatgc ctgagggcag 
caggcccaga gtccccaggg 
ctgtgtggcc ctgttcccac 
cctttgccat ctctgctctc 
ctcagtgaca tggcccaggc 
accctccttc tctgcaccct 
catccccatg gtgctttggc 
tatattttct tgatctattt 
ttttg 


atctctcagc tgaggacttt 
gctcctgctt cttcttcctg 
aggagcgcat ctccctgcct 
tgctcaacct actgcagggg 
tctgctgtgt agatgccaca 
tggctttcct ccggggcttc 
caagtggacg agacagagga 
cgggagggcc tggaggctgc 
cagttcgact ctgccggcgg 
actggcagca tcaacagcac 
ctgccagggc ctgtggagga 
gaggaggacc aggtcaaggg 
catgagtctg gaggccccac 
actggggacc ctcctcccct 
tttccttcca gggccatgct 
tggcacgagg gcagggctgg 
ctcctcaaag catccaccat 
tttaataaaa aggaaaagga 


<400> 5702 


Met 

l 

Asp 

Thr 

Leu 

Glu 

5 

Glu 

Val 

Thr 

Pro 

Pro 

Pro 

Leu 

20 

Ala 

Pro 

Asn 

He 

Leu 

Leu 

Tyr 

35 

Glu 

Asp 

lie 

Gly Thr 
40 

Leu 

Leu 

50 

Leu 

He 

Pro 

Asn 

Val 

55 

Leu 

Leu 

Pro 

Ser 

Ala 

Arg 

Ala 

Lys 

lie 


Trp 

Ala 

10 

Asn Gly 

Ser 

Thr 

Ala 

15 

Leu 

Ser 

25 

Val 

Pro 

His 

Arg 

Cys 

30 

Leu 

Leu 

Ser 

Arg 

Val 

Arg 

Tyr 

45 

Trp 

Asp 

Leu 

Phe 

Leu 

lie 

Phe 

60 

Leu 

Leu 

Trp 

Lys 

Arg 

lie 

Thr 

Ser 

Ser 

Pro 

lie 

Phe 
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65 

lie Thr Phe Tyr 

Arg Ala Val Val 
100 

Ala Asp Lys lie 
115 

Glu Leu Ser Val 
130 . 

Lys Ser Ser lie 
145 

Ala Tyr Ser Val 

His Leu Ser Ala 
180 

Phe Trp Leu Val 
195 

Val lie Leu Pro 
210 

Arg Arg Ser Phe 
225 

Leu Gin Gly Leu 

Leu Cys Cys Val 
260 

Pro Leu lie Tyr 
275 

Lys lie Leu Phe 
290 

Arg Cys Thr Pro 
305 

Gly Gly Cys Arg 

Ala Val Arg Leu 
340 



70 





75 





80 

He 

Leu 

Val 

Phe 

Val 

Val 

Ala 

Leu 

Val 

Gly He 

Ala 

85 





90 





95 


Ser 

Met 

Thr 

Val 

Ser 

Thr 

Ser 

Asn 

Ala 

Ala 

Thr 

Val 





105 





110 



Leu 

Trp 

Glu 

lie 

Thr 

Arg 

Phe 

Phe 

Leu 

Leu 

Ala 

lie 




120 





125 




lie 

lie 

Leu 

Gly 

Leu 

Ala 

Phe Gly His 

Leu 

Glu 

Ser 



135 





140 





Lys 

Arg 

Val 

Leu 

Ala 

lie 

Thr 

Thr 

Val 

Leu 

Ser 

Leu 


150 





155 





160 

Thr 

Gin 

Gly 

Thr 

Leu 

Glu 

lie 

Leu 

Tyr 

Pro 

Asp 

Ala 

165 





170 





175 


Glu 

Asp 

Phe 

Asn 

lie 

Tyr 

Gly His 

Gly Gly Arg 

Gin 





185 





190 



Ser 

Ser 

Cys 

Phe 

Phe 

Phe 

Leu 

Val 

Tyr 

Ser 

Leu 

Val 




200 





205 




Lys 

Thr 

Pro 

Leu 

Lys 

Glu 

Arg 

lie 

Ser 

Leu 

Pro 

Ser 



215 





220 





Tyr 

Val 

Tyr 

Ala 

Gly 

lie 

Leu 

Ala 

Leu 

Leu 

Asn 

Leu 


230 





235 





240 

Gly 

Ser 

Val 

Leu 

Leu 

Cys 

Phe 

Asp 

lie 

lie 

Glu Gly 

245 





250 





255 


Asp 

Ala 

Thr 

Thr 

Phe 

Leu 

Tyr 

Phe 

Ser 

Phe 

Phe 

Ala 





265 





270 



Val 

Ala 

Phe 

Leu 

Arg 

Gly 

Phe 

Phe Gly 

Ser 

Glu 

Pro 




280 





285 




Xaa 

Leu 

Gin 

Met 

Pro 

Ser 

Gly Arg Asp Arg Gly Ala 



295 





300 





Thr 

Pro 

Ala 

Leu 

Arg 

Cys 

Gly 

Pro Ala Gly Gly 

Pro 


310 





315 





320 

Gly 

Cys 

Trp 

Gly 

Leu 

Ser 

Cys 

Gin 

Leu 

Leu 

Glu 

His 

325 





330 





335 


Cys 

Arg 

Arg 

Gly 

Gly 

Leu 

Pro Gly 









345 









<210> 5703 
<211> 1496 
<212> DNA 

<213 > Homo sapiens 


<400> 5703 

nggctcacca cacggcaagg tgcccgcttc caagctgacc ccaccagcac tcagacacgc 
60 

atgcacacac acacgcagac ctactatgaa ctggcttgtg ctcagcaaga gcagaattga 
120 

tgagcagata ccttaagaat cttttagagc aggaccacgt acaagggcaa atcctccttc 
180 

cagacctact cggactacct gcgctgggag agcttcctcc agcagcagct gcaggccttg 
240 

cccgagggct cagtcctgcg ccggggcttc cagacctgcg agcactggaa gcagatattc 
300 

atggaaatcg taggggtgca gagcgccctg tgcggcctgg tgctatccct gctcatctgc 
360 
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gtggccgcgg tggccgtgtt caccacccac atcctgctcc tgctgcccgt gctcctcagc 
420 

atcttgggca tcgtgtgcct ggtggtgacc atcatgtact ggagcggctg ggagatgggg 
480 

gctgtggaag ccatctccct gtccatcctc gttggctcct ccgtggatta ctgcgtccac 
540 

ctggtcgagg gctacctgct ggctggagag aacctgcccc cccaccaggc cgaggacgcc 
600 

cgaacgcagc gccagtggcg tacgctggag gccgtgcggc acgtgggcgt ggccatcgtc 
660 

tccagtgccc tcaccacggt catcgccaca gtgcccctct tcttctgcat catcgcccca 
720 

tttgccaagt tcggcaagat tgtggcactc aacacgggcg tgtccatcct ctacacgctg 
780 

accgtcagca ccgccctgct gggcatcatg gcgcccagct ctttcactcg gacccggact 
840 

tccttcctca aggccctggg tgccgtgctg ctggcagggg ccctggggct gggtgcctgc 
900 

ctcgtgctcc tgcagagcgg ctataagatt cccctgcccg caggggcctc cctatagccc 
960 

gggacgggct ctggacactt gcacctttgg tcccatgggt gggggacagg agctgcttcc 
1020 

cagctcgact tcagctagct gtgtccccag gcctgggccc agggcgccct gcgggccagc 
1080 

gtggaggctg acacccacac agatggtgtg gaccatgctg ccttgtggag ctgggagttg 
1140 

gagacagccg ccaccccaca ggccgggcta ctggcagcca cactcggctt tttgcccagt 
1200 

ggcagaagag accagccctc ctcccatgcc cggtcaccat gggggtcagg ttatttttgt 
1260 

agggggtctc cctctcacac tgcctcagtg ctcacaacct tccagtgtgg atgttacagg 
1320 

gtggccccca ttctaccgat gtgaaaactg aggcgccagg acacagtggc tgccctgtcg 
1380 

ctggatcagt agcagagcca gagctgcctc cgagcgccat gccgccctcg ggaatcatac 
1440 

aggaagagca cagtggatcc agggtggggg cctctcaccc cctaaccccg cccccc 
1496 

<210> 5704 
<211> 269 
<212> PRT 

<213 > Homo sapiens 
<400> 5704 

Ser Arg Thr Thr Tyr Lys Gly Lys Ser Ser Phe Gin Thr Tyr Ser Asp 
15 10 15 

Tyr Leu Arg Trp Glu Ser Phe Leu Gin Gin Gin Leu Gin Ala Leu Pro 
20 25 30 

Glu Gly Ser Val Leu Arg Arg Gly Phe Gin Thr Cys Glu His Trp Lys 
35 40 45 

Gin He Phe Met Glu lie Val Gly Val Gin Ser Ala Leu Cys Gly Leu 
50 55 60 

Val Leu Ser Leu Leu lie Cys Val Ala Ala Val Ala Val Phe Thr Thr 


4866 



WO 00/58473 


PCT/US00/O8621 


65 





70 




75 





80 

His 

lie 

Leu 

Leu 

Leu 

Leu 

Pro 

Val 

Leu 

Leu Ser 

lie 

Leu 

Gly 

lie 

Val 





85 





90 




95 


Cys 

Leu 

Val 

Val 

Thr 

lie 

Met 

Tyr 

Trp 

Ser Gly 

Trp 

Glu 

Met 

Gly 

Ala 



100 





105 




110 



Val 

Glu 

Ala 

He 

Ser 

Leu 

Ser 

lie 

Leu 

Val. Gly 

Ser 

Ser 

Val 

Asp 

Tyr 



115 





120 




125 




Cys 

Val 

His 

Leu 

Val 

Glu 

Gly 

Tyr 

Leu 

Leu Ala 

Gly 

Glu 

Asn 

Leu 

Pro 


130 





135 




140 





Pro 

His 

Gin 

Ala 

Glu 

Asp 

Ala 

Arg 

Thr 

Gin Arg 

Gin 

Trp 

Arg 

Thr 

Leu 

145 





150 




155 





160 

Glu 

Ala 

Val 

Arg 

His 

Val 

Gly 

Val 

Ala 

lie Val 

Ser 

Ser 

Ala 

Leu 

Thr 





165 





170 




175 


Thr 

Val 

lie 

Ala 

Thr 

Val 

Pro 

Leu 

Phe 

Phe Cys 

lie 

lie 

Ala 

Pro 

Phe 




180 





185 




190 



Ala 

Lys 

Phe 

Gly 

Lys 

lie 

Val 

Ala 

Leu 

Asn Thr 

Gly 

Val 

Ser 

lie 

Leu 



195 





200 




205 




Tyr 

Thr 

Leu 

Thr 

Val 

Ser 

Thr 

Ala 

Leu 

Leu Gly 

lie 

Met 

Ala 

Pro 

Ser 

210 





215 




220 





Ser 

Phe 

Thr 

Arg 

Thr 

Arg 

Thr 

Ser 

Phe 

Leu Lys 

Ala 

Leu 

Gly 

Ala 

val 

225 





230 




235 





240 

Leu 

Leu 

Ala 

Gly 

Ala 

Leu 

Gly 

Leu 

Gly 

Ala Cys 

Leu 

Val 

Leu 

Leu 

Gin 





245 





250 




255 


Ser Gly 

Tyr 

Lys 

lie 

Pro 

Leu 

Pro 

Ala 

Gly Ala 

Ser 

Leu 







260 





265 








<210> 5705 

<211> 768 

<212> DNA 

<213> Homo sapiens 

<400> 5705 

ntggagccgc tgagcccccg ctgcggccgg gagctgcatg ggggagcgcg ggccaggctc 
60 

gggaagatgc cccggccgga gttgcccctg ccggagggct gggaggaggc gcgcgacttc 
120 

gacggcaagg tctactacat agaccacacg aaccgcacca ccagctggat cgacccgcgg 
180 

gacaggtaca ccaaaccact cacctttgct gactgcatta gcgacgagtt gccgctggga 
240 

tgggaagagg catatgaccc acaggttgga gattacttca tagaccacaa taccaaaacc 
300 

actcagattg aggatccaag ggtgcaatgg cggcgggagc aggaacatat gctgaaggat 
360 

tacctggtgg tggcccagga ggctctgagt gcacaaaagg agatctacca ggtgaagcag 
420 

cagcgcctgg agcttgcaca gcaggagtac cagcaactgc atgccgtctg ggagcataag 
480 

ctgggctccc aggtcagctt ggtctctggt tcatcatcca gctccaagta tgaccctgag 
540 

atcctgaaag ctgaaattgc cactgcagtt caaagagcgt ggctttcaga ccctgaagaa 
600 

aatcgataag aaaatgtctg atgctcaggg cagctacaaa ctggatgaag ctcaggctgt 
660 
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cttgagagaa acaaaagcca tcaaaaaggc tattacctgg agagttcgag tttcccgcta 
720 

ccgaaacatt acctggattt tagctcccag acagacatct cgggaagc 
768 

<210> 5706 
< 211 > 202 
<212> PRT 

<213 > Homo sapiens 
<400> 5706 


Xaa 

Glu 

Pro 

Leu 

Ser 

Pro 

Arg 

Cys 

Gly 

Arg 

Glu 

Leu 

His 

Gly Gly 

Ala 

1 




5 





10 





15 


Arg 

Ala 

Arg 

Leu 

Gly 

Lys 

Met 

Pro 

Arg 

Pro 

Glu 

Leu 

Pro 

Leu 

Pro 

Glu 




20 





25 





30 



Gly Trp 

Glu 

Glu 

Ala 

Arg 

Asp 

Phe 

Asp 

Gly 

Lys 

Val 

Tyr 

Tyr 

lie 

Asp 



35 





40 





45 




His 

Thr 

Asn 

Arg 

Thr 

Thr 

Ser 

Trp 

lie 

Asp 

Pro Arg 

Asp 

Arg 

Tyr 

Thr 


50 





55 





60 





Lys 

Pro 

Leu 

Thr 

Phe 

Ala 

Asp 

Cys 

lie 

Ser 

Asp Glu 

Leu 

Pro 

Leu 

Gly 

65 





70 





75 





80 

Trp 

Glu 

Glu 

Ala 

Tyr 

Asp 

Pro 

Gin 

Val 

Gly 

Asp 

Tyr 

Phe 

lie 

Asp 

His 





85 





90 





95 


Asn 

Thr 

Lys 

Thr 

Thr 

Gin 

lie 

Glu 

Asp 

Pro 

Arg 

Val 

Gin 

Trp Arg 

Arg 




100 





105 





110 



Glu 

Gin 

Glu 

His 

Met 

Leu 

Lys 

Asp 

Tyr 

Leu 

Val 

Val 

Ala 

Gin 

Glu 

Ala 



115 





120 





125 




Leu 

Ser 

Ala 

Gin 

Lys 

Glu 

lie 

Tyr 

Gin 

val 

Lys 

Gin 

Gin 

Arg 

Leu 

Glu 


130 





135 





140 





Leu 

Ala 

Gin 

Gin 

Glu 

Tyr 

Gin 

Gin 

Leu 

His 

Ala 

Val 

Trp 

Glu 

His 

Lys 

145 





150 





155 





160 

Leu Gly 

Ser 

Gin 

Val 

Ser 

Leu 

Val 

Ser 

Gly 

Ser 

Ser 

Ser 

Ser 

Ser 

Lys 





165 





170 





175 


Tyr 

Asp 

Pro 

Glu 

He 

Leu 

Lys 

Ala 

Glu 

lie 

Ala 

Thr 

Ala 

Val 

Gin 

Arg 



180 





185 





190 



Ala 

Trp 

Leu 

Ser 

Asp 

Pro 

Glu 

Glu 

Asn 

Arg 









195 





200 










<210> 5707 
<211> 6988 
<212> DNA 
<213> Homo sapiens 

<400> 5707 

nnctcttgtg ctctcctcta gttttactga actgccagta ctttgaacac actttgtgct 
60 

ttttctcctc caggtctttg tgcatactgt ttcctctgcc tggaatactc ttctttctct 
120 

ttacctgact cgtttctgct cttacttcaa gtctcagatt ctaggaagct ttccatcaac 
180 

ctgctatcac tgggacgagt tggccatccc ctgtgcttct gtagctccta tgaaatcata 
240 

atagttgaaa tgtgatgttt aaatgtttac ttggcattct cctctactga actctaagct 
300 
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ttgtgagggt 

360 

tgcctggcac 

420 

tgagtgatag 

480 

ctcacacaaa 

540 

gaggaatgca 

600 

gggtctgtgt 

660 

atacaggctg 

720 

gggaaagcat 

780 

attgtggcag 

840 

tacttctgtg 

900 

aaggacgtgg 

960 

gaggtgactg 

1020 

gatgttcggc 

1080 

ggcatccgtg 

1140 

tacgcagagc 

1200 

gaccaggtgt 

1260 

tttgaagctg 

1320 

aagctgatgg 

1380 

gaagaagaag 

1440 

aaataccatc 

1500 

aggactccag 
1560 . 

atccgcagtg 

1620 

ccttccagaa 

1680 

gggtttaatg 

1740 

tggacgtcca 

1800 

gacttgctct 

1860 

tacagctaca 

1920 


agtgatggtg 

atagtagcct 

agtgcttagt 

atcacacagt 

ctttgctttg 

gagaacaggc 

gggatgatga 

tcaaggttat 

aagatgtcga 

cgatgttcac 

atgggcagac: 

aagagaatgt 

agaactgctg 

cgtttgcaga 

agcactttcc 

gcagcttgat 

tgatctcatg 

aacatgtccg 

ctttgataaa 

tcctccctct 

tcagccttcc 

tggagtgcta 

gatgcagagc 

gctcactgcg 

ttgccagcat 

acgcagtggg 

agaccaacga 


gctttgccta 

ccagtaaatg 

ccccttcagt 

acttggtgga 

gaagatatga 

tgatagatgc 

gaagaaccag 

gaatgaactg 

gatagaagcc 

aggtgacatg 

gctgagtaag 

ccaggtgctg 

tgacttcctg 

tgtacacacc 

agaggtgatg 

atccagcgac 

gatcaattat 

acttcctctc 

gaataacaac 

ggatcagaga 

caaggtcatg 

tgatttcgag 

aggtgtggtg 

ggtgcggaca 

gcaggagcgc 

aggctttgat 

gtggttcttt 


ttgttttgtt 

cttgtttaat 

tttcaggatg 

agaagctgag 

agaaattccc 

ctctgtgtca 

aggacgatca 

cggagtaaac 

caccgtgtgg 

tctgagagta 

ctgattgact 

ctcccggcag 

cagtctcagt 

tgcactgacc 

ctaggagaag 

aagctgaccg 

gagaaagaaa 

ttacctaggg 

acctgtaaag 

ctattgatta 

attgtggttg 

gaggaccggt 

ttcatggctg 

gtggatgtgt 

cggagcacac 

ggcagtactg 

gtggccccga 


tcccttaaat 

gaacaaacaa 

gagagatgga 

ctatgacctg 

agtacattgt 

agctgagctc 

ctgtcaaccc 

agctgttgtg 

tcctggcagc 

aagccaaaaa 

acatctatac 

ccagcttgct 

tgcatcccac 

ttctgcagca 

aatttcttag 

tttcttcaga 

cccgtttaga 

actacctagt 

acttcctcat 

agaacccaag 

gcggccaggc 

gggatcagat 

gccacgtgta 

atgacggcgt 

tgggcgcagc 

gcctagcatc 

tgaacacgcg 


ctaaacgcag 

acctgtgaag 

gaataaggac 

ccttccttca 

ctttcctatt 

ccagactctg 

tgcccacatg 

tgacgtgatg 

ctgcagcccc 

gatagaaatc 

tgctgaaatc 

gcagctcatg 

caattgcctg 

ggccaatgcc 

cctgagtctg 

agagaaggtg 

gcacatggca 

ccaaacggtt 

tgaggccatg 

gaccaagccc 

acccaaggca 

tgctgagctt 

tgccgtggga 

gaaggaccag 

ggtgctcaat 

ggtggaagcc 

gcggagcagt 
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gtgggtgtgg gcgttgtgga ggggaagcta 
1980 

cgccagtgtc tgagcactgt ggagcagtac 
2040 

gcggacatga gcacccgccg cagtggcgca 
2100 

gccacaggtg ggcatgatgg gcctttggtg 
2160 

acaaatacct ggaagcaagt ggcagacatg 
2220 

gcagtaaatg ggctcctgta tgtggttgga 
2280 

gtggagtact acaatcctgt cactgacaaa 
2340 

gggcggagct atgcaggtgt tgccgtgatt 
2400 

ccaggaggtg gaggaaggag caggtgctgc 
2460 

ctggattcaa cttgcttggg agggtctgtg 
2520 

gcagactggt gttgttcatc gcagtgtgga 
2580 

gctctggcct atgccctgag caaggggggt 
2640 

ttgttttggt gtttctacag ggacaataca 
2700 

tgtagaccat ggtgtttctc tatgtttctc 
2760 

tactggattt ctttactact gatcctttcg 
2820 

tcttctggat ttgtcccatg gggaccctga 
2880 

cagttggaca gtctgggaat gtccagaaat 
2940 

acccacttat gtactttaac tactgtgact 
3000 

agctgcaccg tgtcctctgt gtgctagaat 
' 3060 

gctcactgtt tttccttgag ttctcctaca 
3120 

gtttaggcca ttggtctttg atgtcataga 
3180 

agctgggaaa actagctctt cagagaagcc 
3240 

aaacaaaaac aggaaaaaaa caaaaaacca 
3300 

tggtctcaga gagggtccta cttttaggtt 
3360 

ttattatccc agtttaatta ttcacagcac 


tatgctgttg ggggttatga tggagcttcc 
aacccagcga ccaatgaatg gatatacgtg 
ggggttggag tgcttagcgg acagctgtac 
aggaagagcg ttgaggttta cgatcctgga 
aacatgtgcc ggcgcaacgc aggggtctgt 
ggggatgatg gatcctgcaa cttggcttcg 
tggacgctgc ttccaacgaa catgagcacg 
cacaagtcct tgtgacccaa actcctactg 
ctgtgactct gaacagcagg accttggtga 
ctgctgtgag aaccgctctc ctctgacttg 
caccattacc cacccccgtt cccctgaggt 
cttgacatcc ccaggcagca cctttgggct 
gaccctggag tgtgtgtgtg tgtgtgtgtg 
taagttgggg ggtgagcgtg tgtgacagtc 
ctgtgttaaa aatcaagtca cagagacctc 
gactactaaa gctgctttct tctgaaggtc 
aaccagtgag aggggcagtt ctctggccac 
ttgtctgcag aagagctgga aaattctcga 
aagggacaaa tgggttccct gtgcttctca 
ggaagcagat gagaactgcc cagtcttcag 
ttccaggcct gggaggtgtt atgtctcttc 
tcgggtaaca ctgaaaaaca aaacaaaaca 
aagtggtaag gattcagttc ctgcctataa 
ttcccaggac aggacagtcc ccatttatac 
cccattttac tcagaagtgt tctggtctgg 


aggataaata agaggtcacc ctcctccaga cccaaagata gatttgtgcc tgtgttggat 
3480 

ggggtcgtgt gtgattcaga tggacattgg atggcttcaa aggaatatac cactagagct 
3540 
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ggcccttggc actttgtgac agtggtcaag tctgtctaat gtccttgtct tctttttctt 
3600 

gtgctttccc cctattccag ggtgtgcacc ctctccccaa cccccaagaa ccccactact 
3660 

gctttccctg tgaggtagga gatatcagtg ggtcttggat ttgaggcttc ctaagatgtg 
3720 

cttgcatttt aaaaagggag cttggtgaga gctttgctaa ttcacaggta aaaattatta 
3780 

acaatagaac ttcaagcatc ttgaggagcg ggcatttgag ggggcatgga gtaatttgta 
3840 

tttaaaaaac cttaaagttg tgctgttcct aaactagcaa attgctcatg ctgaaatttc 
3900 

tggcataagc aggggaagtc ttgtgtctgg agaatagtct cataccttgc agtctgggac 
3960 

accctcccta ctttgagaat ccacctacag gaagccaagg aactttataa atcctgatgt 
4020 

tggacttctg atacgactgg gctacttcca agcaggtgct gcaggagatt ggcatccccc 
4080 

agcccctgca gttagaaacc ccgaagtctt cccagccagt gagccacttt gtgtatttac 
4140 

tgtatattta ttgtgcccta aatgtgcaac tctcctaaag acaaaacttc tctttctgat 
4200 

gttaagcaca tgttacttca acaagatgct tggagaacaa caaggta ccc agaattttta 
4260 

gaagccttca gaagaggcta aaatatccag ctttggggga cctggaagaa atgtctccaa 
4320 

aggaagcaag gcatgtttta gttgagtgct ctggtctcac tatgaagtgg ggatgactgt 
4380 

ggcttcataa ctctacctgg ctgtgggttg gaagctgatg gaatgagaaa tgtcctttct 
4440 

ccttctctga ggaaattttg agacttgttt cggtgtgtct gtgtgatggg gatgaggctg 
4500 

gggttgggat ctgatgtatg ccattcacag aagctctcaa tttcagatga taggtgaatt 
4560 

ccctgcccct cccccaccac tgagaagcta gactttcatg cgggagaggc tacttttatg 
4620 

tgtcgtcttc cggggaaggg tccctccact gaaagctagc cagtcatgtt ttctgttttt 
4680 

ggatttttgc aattggtttc acctcatgtc tccctcccta caaagcactg cctctactgg 
4740 

gcgtgctgcc aaggccatgt gcactccatc ctcatgtatc ctttttcacg gggaccagaa 
4800 

cactggtacg tcatcaccaa agccaatctg ctctagctgc ccacagatgc caccaaaacc 
4860 

tgctatctct tcatcaccag gtacgattct ctttccacag tggacacagc aggctatttt 
4920 

ctagtttgtg ctggtcacgt ggtagatgaa gcctcttact gccccactta gggtggccac 
4980 

ggctgcttgt gaatgcagct ttgccagtgg catatctgtc atctgattgc ggtggtgaaa 
5040 

tggaattgag gcccaaggtt agaagcagcc gagacgccac ttggatactg atttgaacaa 
5100 

tgtagaagtc agattctgaa ttccaaagtt atttctcata agtacccaat ggcatctctc 
5160 
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catctacaaa gttgcagtat 
5220 

gaatacttaa ttctagttcc 
5280 

ctgtcttact ttgatatctg 
5340 

agattgcctt tttataaaat 
5400 

ttttataaga tatttttttc 
5460 

gttgtgttct ttgcatcatt 
5520 

tgtttctcac ccttcagaaa 
5580 

ttttttttta aataccatat 
5640 

tttcttgaat tgctagggac 
5700 

ttgtgtcttt tttttttttt 
5760 

tcgtggtggc tcccactgac 
5820 

gggaaaggcc tgccccccca 
5880 

cttattctct tctatctcct 
5940 

tggatgatgc cctttttggg 
6000 

atgatccctg tgtgttaagc 
6060 

tcttgagcta tgtctctact 
6120 

ggtttttaaa atttattatt 
6180 

ccatgctccc catttgcacc 
6240 

agttagttgg agtttttaaa 
6300 

tttttttaag cgtttgcact 
6360 

ttctactgac caagcaggag 
6420 

cttctgtagt ggataattgc 
6480 

tgactcatgg atatagcatc 
6540 

tcaaatcacc ctagtgccat 
6600 

cccctcccct cattttcagt 
6660 

atattatgtg taaaatgctt 
6720 

tgtgggtgct ctgtccctgt 
6780 


tatgcaaata aaactgacct 
cgacaagcca gttgcaatat 
ttgtgtaacg tttgtatatt 
tgaagctata gcttttaggc 
aagagtttga atcgcttttt 
cactctcaaa cgtagttcat 
catatttttc agtagctcca 
tcaagggagt ctgctgaatt 
tgatgttatg ttcgactcag 
ttttggagtc tgctttctgt 
gggcactgag cctggtaccc 
gcacatactc ccatagtgtc 
tgttgatctg aagcttccaa 
agcatcttgt ctctaacctt 
atatgctttg caggtgctca 
ccaggctctg ttttgtgtat 
attattatta ttgttgggac 
tagctggatc aagttgggag 
ggctctgttt gcctggagaa 
atttagagtc ctaagcccct 
agccagcagc acttccagca 
agcctcatag cccctgtgca 
agccatggca ggaatgcaca 
gtttggttat gagattgtaa 
ggcaatagag gacccttgtt 
tcgttgaaag aaaactgaag 
ggttgtcata gccagtcaga 


cattttctgc tatgcaataa 
cccctaagat gctttttgag 
tctgagccag atcctttcaa 
taaaatttta acgtagatat 
attgtccatg gtaatgaaat 
gcctgtagct ctcttccttt 
ggtagatgag cctttttttt 
ttaaaacgca gtcactggtg 
cacttgcccg tctgtattga 
gggggt9 a 99 ccgggctgtc 
tgtggcatgg agaagcctca 
ctaggtccag ccgaccattc 
tagcttgagg cctttgctgc 
taaaagaggg gtcaatcctc 
cactacactt acaacttgct 
ttatctgcca tttgcatcat 
aggtgccatt taaattgcct 
gctgagcaaa ctcatattcc 
gcaaggaggt tagaatgtaa 
catgttcagc tgtgctgtgt 
tttgggaatg gaagagattt 
gccttcgtca tgggactcag 
ggactgtggc atttgcagca 
attattcgct cccccgtcct 
gtacttcttg tttaatttgc 
acactgaatg tgtatgtctg 
cttgatcact gacaccccgt 
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acaacatatt gcataggtaa gatcctcgat ctggtgttct ctgcgtggct gttagggact 
6840 

gtatatcttg taaaagaaca cttgtcacat gcttgatcag ttacagcaat agctgaagaa 
6900 

acatttcctc aaatgtatta ttttaacagg aatcatgttc taatttccca tcctttaatt 
6960 

ttaataaaag ctgaactgtg tgaaaaaa 
6988 

<210> 5708 
<211> 506 
<212 > PRT 

<213 > Homo sapiens 


<4 00> 5708 


Asp Met 

Ser 

Glu 

Ser 

Lys 

Ala 

Lys 

Lys 

lie 

Glu 

lie 

Lys 

Asp 

Val Asp 

l 




5 





10 





15 

Gly Gin 

Thr 

Leu 

Ser 

Lys 

Leu 

lie 

Asp 

Tyr 

lie 

Tyr 

Thr 

Ala 

Glu lie 




20 





25 





30 


Glu 

Val 

Thr 

Glu 

Glu 

Asn 

Val 

Gin 

Val 

Leu 

Leu 

Pro 

Ala 

Ala 

Ser Leu 



35 





40 





45 



Leu 

Gin 

Leu 

Met 

Asp 

Val 

Arg 

Gin 

Asn 

Cys 

Cys 

Asp 

Phe 

Leu 

Gin Ser 


50 





55 





60 




Gin 

Leu 

His 

Pro 

Thr 

Asn 

Cys 

Leu Gly 

He 

Arg 

Ala 

Phe 

Ala 

Asp Val 

65 





70 





75 




80 

His 

Thr 

Cys 

Thr 

Asp 

Leu 

Leu 

Gin 

Gin 

Ala 

Asn 

Ala 

Tyr 

Ala 

Glu Gin 




85 





90 





95 

His 

Phe 

Pro 

Glu 

Val 

Met 

Leu 

Gly Glu 

Glu 

Phe 

Leu 

Ser 

Leu 

Ser Leu 




100 





105 





110 


Asp Gin 

Val 

Cys 

Ser 

Leu 

lie 

Ser 

Ser 

Asp 

Lys 

Leu 

Thr 

Val 

Ser Ser 



115 





120 





125 



Glu 

Glu 

Lys 

Val 

Phe 

Glu 

Ala 

Val 

lie 

Ser 

Trp 

lie 

Asn 

Tyr 

Glu Lys 


130 





135 





140 




Glu 

Thr 

Arg 

Leu 

Glu 

His 

Met 

Ala 

Lys 

Leu 

Met 

Glu 

His 

Val 

Arg Leu 

145 





150 





155 




160 

Pro 

Leu 

Leu 

Pro Arg 

Asp 

Tyr 

Leu 

Val 

Gin 

Thr 

Val 

Glu 

Glu 

Glu Ala 





165 





170 





175 

Leu 

He 

Lys 

Asn 

Asn 

Asn 

Thr 

Cys 

Lys 

Asp 

Phe 

Leu 

lie 

Glu 

Ala Met 




180 





185 





190 


Lys 

Tyr 

His 

Leu 

Leu 

Pro 

Leu 

Asp 

Gin 

Arg 

Leu 

Leu 

lie 

Lys 

Asn Pro 


195 





200 





205 



Arg 

Thr 

Lys 

Pro 

Arg 

Thr 

Pro 

Val 

Ser 

Leu 

Pro 

Lys 

Val 

Met 

lie Val 


210 





215 





220 




Val Gly 

Gly Gin Ala 

Pro 

Lys 

Ala 

lie 

Arg 

Ser 

Val 

Glu 

Cys 

Tyr Asp 

225 





230 





235 




240 

Phe 

Glu 

Glu Asp 

Arg 

Trp 

Asp 

Gin 

lie 

Ala 

Glu 

Leu 

Pro 

Ser 

Arg Arg 





245 





250 





255 

Cys 

Arg 

Ala 

Gly Val 

Val 

Phe 

Met 

Ala 

Gly 

His 

Val 

Tyr 

Ala 

Val Gly 




260 





265 





270 


Gly Phe 

Asn 

Gly Ser 

Leu 

Arg 

Val 

Arg 

Thr 

Val 

Asp 

Val 

Tyr 

Asp Gly 



275 





280 





285 



Val 

Lys 

Asp 

Gin Trp 

Thr 

Ser 

lie 

Ala 

Ser 

Met 

Gin 

Glu 

Arg 

Arg Ser 


290 





295 





300 




Thr 

Leu 

Gly Ala Ala 

val 

Leu 

Asn Asp 

Leu 

Leu 

Tyr 

Ala 

Val 

Gly Gly 


4873 



WO 00/58473 


PCT/US00/08621 


305 310 315 320 

Phe Asp Gly Ser Thr Gly Leu Ala Ser Val Glu Ala Tyr Ser Tyr Lys 

325 330 335 

Thr Asn Glu Trp Phe Phe Val Ala Pro Met Asn Thr Arg Arg Ser Ser 

340 345 350 

Val Gly Val Gly Val Val Glu Gly Lys Leu Tyr Ala Val Gly Gly Tyr 

355 360 365 

Asp Gly Ala Ser Arg Gin Cys Leu Ser Thr Val Glu Gin Tyr Asn Pro 
370 375 380 

Ala Thr Asn Glu Trp lie Tyr Val Ala Asp Met Ser Thr Arg Arg Ser 

385 390 395 400 

Gly Ala Gly Val Gly Val Leu Ser Gly Gin Leu Tyr Ala Thr Gly Gly 

405 410 415 

His Asp Gly Pro Leu Val Arg Lys Ser Val Glu Val Tyr Asp Pro Gly 

420 425 430 

Thr Asn Thr Trp Lys Gin Val Ala Asp Met Asn Met Cys Arg Arg Asn 

435 440 445 

Ala Gly Val Cys Ala Val Asn Gly Leu Leu Tyr Val Val Gly Gly Asp 
450 455 460 

Asp Gly Ser Cys Asn Leu Ala Ser Val Glu Tyr Tyr Asn Pro Val Thr 

465 470 475 480 

Asp Lys Trp Thr Leu Leu Pro Thr Asn Met Ser Thr Gly Arg Ser Tyr 

485 490 495 

Ala Gly Val Ala Val He His Lys Ser Leu 

500 505 

<210> 5709 

<211> 1805 

<212> DNA 

<213 > Homo sapiens 

<400> 5709 

aatctcaccc ccctggtgga catggaggag ctggagatgt cagggaacca cttccctgag 
60 

atcaggcctg gctccttcca tggcctgagc tccctcaaga agctctgggt catgaactca 
120 

caggtcagcc tgattgagcg gaatgctttt gacgggctgg cttcacttgt ggaactcaac 
180 

ttggcccaca ataacctctc ttctttgccc catgacctct ttaccccgct gaggtacctg 
240 

gtggagttgc atctacacca caacccttgg aactgtgatt gtgacattct gtggctagcc 
300 

tggtggcttc gagagtatat acccaccaat tccacctgct gtggccgctg tcatgctccc 
360 

atgcacatgc gaggccgcta cctcgtggag gtggaccagg cctccttcca gtgctctgcc 
420 

cccttcatca tggacgcacc tcgagacctc aacatttctg agggtcggat ggcagaactt 
480 

aagtgtcgga ctccccctat gtcctccgtg aagtggttgc tgcccaatgg gacagtgctc 
540 

agccacgcct cccgccaccc aaggatctct gtcctcaacg acggcacctt gaacttttcc 
600 

cacgtgctgc tttcagacac tggggtgtac acatgcatgg tgaccaatgt tgcaggcaac 
660 
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tccaacgcct cggcctacct caatgtgagc acggctgagc ttaacacctc caactacagc 
720 

ttcttcacca cagtaacagt ggagaccacg gagatctcgc ctgaggacac aacgcgaaag 
780 

tacaagcctg ttcctaccac gtccactggt taccagccgg catataccac ctctaccacg 
840 

gtgctcattc. agactacccg tgtgcccaag caggtggcag tacccgcgac agacaccact 
900 

gacaagatgc agaccagcct ggatgaagtc atgaagacca ccaagatcat cattggctgc 
960 

tttgtggcag tgactctgct agctgccgcc atgttgattg tcttctataa acttcgtaag 
1020 

cggcaccagc agcggagtac agtcacagcc gcccggactg ttgagataat ccaggtggac 
1080 

gaagacatcc cagcagcaac atccgcagca gcaacagcag ctccgtccgg tgtatcaggt 
1140 

gagggggcag tagtgctgcc cacaattcat gaccatatta actacaacac ctacaaacca 
1200 

gcacatgggg cccactggac agaaaacagc ctggggaact ctctgcaccc cacagtcacc 
1260 

actatctctg aaccttatat aattcagacc cataccaagg acaaggtaca ggaaactcaa 
1320 

atatgactcc cctcccccaa aaaaacttat aaaatgcaat agaatgcaca caaagacagc 
1380 

aacttttgta cagagtgggg agagactttt tcttgtatat gcttatatat taagtctatg 
1440 

ggctggttaa aaaaaacaga ttatattaaa atttaaagac aaaaagtcaa, aacaaaaata 
1500 

ttttctaact tgtaagttct atttaaaggg ggtggggggg aatcttggga acgttgtggg 
1560 

gtacaagcca caagttaact tgctatgctg ccagaaggga tttctggtat aaggttgaaa 
1620 

ttgctgagat aaaataaact aaaacaacaa acatccttaa agaggtaggg tgtgggctgc 
1680 

tgagggggca agagggatag actgaatctg tcatttttta gaagatgctt cataggacac 
1740 

aggactatcc atttctacag acatctttct taagccgaga gctgtctttg cagaattatc 
1800 
ttatt 
1805 

<210> 5710 
<211> 441 
<212> PRT 

<213 > Homo sapiens 
<400> 5710 

Asn Leu Thr Pro Leu Val Asp Met Glu Glu Leu Glu Met Ser Gly Asn 
1 5 10 15 

His Phe Pro Glu lie Arg Pro Gly Ser Phe His Gly Leu Ser Ser Leu 
20 25 30 

Lys Lys Leu Trp Val Met Asn Ser Gin Val Ser Leu lie Glu Arg Asn 
35 40 45 

Ala Phe Asp Gly Leu Ala Ser Leu Val Glu Leu Asn Leu Ala His Asn 
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50 55 60 


Asn 

Leu 

Ser 

Ser 

Leu 

Pro 

His 

Asp 

Leu 

Phe 

Thr 

Pro 

Leu 

Arg 

Tyr 

Leu 

65 





70 





75 





80 

Val 

Glu 

Leu 

His 

Leu 

His 

His 

Asn 

Pro 

Trp 

Asn 

Cys 

Asp 

Cys Asp 

lie 





85 





90 





95 


Leu 

Trp 

Leu 

Ala Trp 

Trp 

Leu 

Arg 

Glu 

Tyr 

lie 

Pro 

Thr 

Asn 

Ser 

Thr 




100 





105 





110 



Cys 

Cys Gly 

Arg 

Cys 

His 

Ala 

Pro 

Met 

His 

Met 

Arg Gly Arg 

Tyr 

Leu 



115 





120 





125 




Val 

Glu 

Val 

Asp Gin 

Ala 

Ser 

Phe 

Gin 

Cys 

Ser 

Ala 

Pro 

Phe 

lie 

Met 


130 





135 





140 





Asp Ala 

Pro 

Arg Asp 

Leu 

Asn 

lie 

Ser 

Glu 

Gly 

Arg 

Met 

Ala 

Glu 

Leu 

145 





150 





155 





160 

Lys 

Cys 

Arg 

Thr 

Pro 

Pro 

Met 

Ser 

Ser 

Val 

Lys 

Trp 

Leu 

Leu 

Pro 

Asn 





165 





170 





175 


Gly Thr Val 

Leu 

Ser 

His 

Ala 

Ser 

Arg 

His 

Pro 

Arg 

lie 

Ser 

Val 

Leu 




180 





185 





190 



Asn Asp Gly 

Thr 

Leu 

Asn 

Phe 

Ser 

His 

Val 

Leu 

Leu 

Ser Asp 

Thr Gly 



195 





200 





205 




Val 

Tyr 

Thr 

Cys 

Met 

Val 

Thr 

Asn 

Val 

Ala 

Gly 

Asn 

Ser 

Asn 

Ala 

Ser 


210 





215 





220 





Ala Tyr 

Leu 

Asn 

Val 

Ser 

Thr 

Ala 

Glu 

Leu 

Asn 

Thr 

Ser 

Asn 

Tyr 

Ser 

225 





230 





235 





240 

Phe 

Phe 

Thr 

Thr 

Val 

Thr 

Val 

Glu 

Thr 

Thr 

Glu 

lie 

Ser 

Pro 

Glu Asp 





245 





250 





255 


Thr 

Thr Arg 

Lys 

Tyr 

Lys 

Pro 

Val 

Pro 

Thr 

Thr 

Ser 

Thr Gly 

Tyr 

Gin 




260 





265 





270 



Pro 

Ala 

Tyr 

Thr 

Thr 

Ser 

Thr 

Thr 

Val 

Leu 

lie 

Gin 

Thr 

Thr 

Arg Val 



275 





280 





285 




Pro 

Lys 

Gin 

Val 

Ala 

Val 

Pro 

Ala 

Thr 

Asp 

Thr 

Thr 

Asp 

Lys 

Met 

Gin 


290 





295 





300 





Thr 

Ser 

Leu 

Asp Glu 

Val 

Met 

Lys 

Thr 

Thr 

Lys 

lie 

lie 

lie Gly Cys 

305 





310 





315 





320 

Phe 

Val 

Ala 

Val 

Thr 

Leu 

Leu 

Ala 

Ala 

Ala 

Met 

Leu 

lie 

Val 

Phe Tyr 





325 





330 





335 


Lys 

Leu Arg 

Lys 

Arg 

His 

Gin 

Gin 

Arg 

Ser 

Thr 

Val 

Thr 

Ala 

Ala Arg 




340 





345 





350 



Thr 

Val 

Glu 

lie 

He 

Gin 

Val 

Asp 

Glu 

Asp 

lie 

Pro 

Ala 

Ala 

Thr 

Ser 



3S5 





360 





365 




Ala 

Ala 

Ala 

Thr 

Ala 

Ala 

Pro 

Ser 

Gly 

Val 

Ser 

Gly Glu Gly Ala 

Val 


370 





375 





380 





Val 

Leu 

Pro 

Thr 

lie 

His 

Asp 

His 

lie 

Asn 

Tyr 

Asn 

Thr 

Tyr 

Lys 

Pro 

385 





390 





395 





400 

Ala 

His Gly 

Ala 

His 

Trp 

Thr 

Glu 

Asn 

Ser 

Leu 

Gly Asn 

Ser 

Leu 

His 





405 





410 





415 


Pro 

Thr 

Val 

Thr 

Thr 

lie 

Ser 

Glu 

Pro 

Tyr 

lie 

lie 

Gin 

Thr 

His 

Thr 




420 





425 





430 



Lys 

Asp Lys 

Val 

Gin 

Glu 

Thr 

Gin 

lie 










435 





440 










<210> 5711 

<211> 1142 

<212> DNA 

<213 > Homo sapiens 
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<400> 5711 

tggtggtggg ggagtatgaa tgtggctttc agagttggat gttataaaac atagtcattt 
60 

ggaagttggg aactttttat ttttgttatc ttgttcttaa tacaggatgt ttgccacacg 
120 

agtcactcga gagaatctct gagtcctggc gagggctttc tgaggcttcg tgtattagca 
180 

gctgttgtct tccaactcag cggcaggttt gcctttcccc acggacactc tggaccttgt 
240 

agctcctcaa gcttccctgt ctattgagca gataggaagc cgtgtcaaat atgtggcacc 
300 

ttgaggaaat gcctagtgaa tgacagacaa cttgcctttg atgattttca agagagttgt 
360 

gctatgatgt ggcaaaagta tgcaggaagc aggcggtcaa tgcctctggg agcaaggatc 
420 

cttttccacg gtgtgttcta tgccgggggc tttgccattg tgtattacct cattcaaaag 
480 

tttcattcca gggctttata ttacaagttg gcagtggagc agctgcagag ccatcccgag 
540 

gcacaggaag ctctgggccc tcctctcaac atccattatc tcaagctcat cgacagggaa 
600 

aacttcgtgg acattgttga tgccaagttg aagattcctg tctctggatc caaatcagag 
660 

ggccttctct acgtccactc atccagaggt ggcccctttc agaggtggca ccttgacgag 
720 

gtctttttag agctcaagga tggtcagcag attcctgtgt tcaagctcag tggggaaaac 
780 

ggtgatgaag tgaaaaagga gtagagacga cccagaagac ccagcttgct tctagtccat 
840 

ccttccctca tctctaccat atggccactg gggtggtggc ccatctcagt gacagacact 
900 

cctgcaa ccc agttttccag ccaccagtgg gatgatggta tgtgccagca catggtaatt 
960 

ttggtgtaat tctaacttgg gcacaacaaa tgctatttgt catttttaaa ctgaatccga 
1020 

aagaaactcc tattataaat ttaagataat gtaatgtatt tgaaagtgct ttgtataaaa 
1080 

aagcacatga taaaaggaat cagaattaat aaaatgtttg ttgatcttta aaaaaaaaaa 

1140 

1142 

<210> 5712 
<211> 145 
<212> PRT 

<213 > Homo sapiens 
<400> 5712 

Met Trp Gin Lys Tyr Ala Gly Ser Arg Arg Ser Met Pro Leu Gly Ala 
15 10 15 

Arg He Leu Phe His Gly Val Phe Tyr Ala Gly Gly Phe Ala lie Val 
20 25 30 

Tyr Tyr Leu lie Gin Lys Phe His Ser Arg Ala Leu Tyr Tyr Lys Leu 
35 40 45 


4877 



WO 00/58473 


PCT/US00/08621 


Ala Val Glu Gin Leu Gin Ser His Pro Glu Ala Gin Glu Ala Leu Gly 
50 55 60 

Pro Pro Leu Asn He His Tyr Leu Lys Leu lie Asp Arg Glu Asn Phe 

65 70 75 80 

Val Asp lie Val Asp Ala Lys Leu Lys lie Pro Val Ser Gly Ser Lys 

85 90 95 

Ser Glu Gly Leu Leu Tyr Val His Ser Ser Arg Gly Gly Pro Phe Gin 
100 105 HO 

Arg Trp His Leu Asp Glu Val Phe Leu Glu Leu Lys Asp Gly Gin Gin 
115 120 125 

lie Pro Val Phe Lys Leu Ser Gly Glu Asn Gly Asp Glu Val Lys Lys 


130 135 

Glu 

145 

<210> 5713 
<211> 1996 
<212> DNA 
<213> Homo sapiens 

<4 00> 5713 

ncgagcgggt gctgctagcg gaggcgccat 
60 

agtgacacaa ataaacccct ggaccccctt 
120 

tacctagaag actatctgga aatgattgag 
180 

acggaaatgc gcgagatgga cctgcaggtg 
240 

gtcagtgaat tctttatgaa tgcaaagaaa 
300 

gcatccatca aaaaagacta ctataaagct 
360 

gcaaaccaga tatatgactt ggtagatcga 
420 

aagtttaaaa tggagctgga agctgataat 
480 

tctttggaat tagacactcc ttcacagcca 
540 

ccagtggaaa aaaggaaata taatccaact 
600 

gaaaagaaat ttaaatctga agctcttcta 
660 

aatacactag gttgtcgaaa taataattcc 
720 

aattcctccc aacctctggg atcctataac 
780 

ggggcaatta ccatggcagc tgctcaagca 
840 

cgaagaacat caagtttaaa agccagttat 
900 

ggaaaagaat tttcaatggc cagggaaaca 
960 


140 


attggagggg acaaaactcc ggcgacagcg 
gttccctcag ctctaagggc cgcgatgttg 
cagcttccta tggatctgcg ggaccgcttc 
cagaatgcaa tggatcaact agaacaaaga 
aataaacctg agtggaggga agagcaaatg 
ttggaagatg cagatgagaa ggttcagttg 
cacttgagaa agctggatca ggaactggct 
gctggaatta cagaaatatt agagaggcga 
gtgaacaatc accatgctca ttcacatact 
tctcaccata cgacaacaga tcatattcct 
tccaccctta cgtcagatgc ctctaaggaa 
acagcctctt ctaacaatgc ctacaatgtg 
attggctcgt tatcttcagg aactggtgca 
gttcaggcta cagctcagat gaaggaggga 
gaagcattta agaataatga ctttcagttg 
gttggctatt catcatcttc ggcacttatg 
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acaacattaa cacagaatgc cagttcatca gcagccgact cacggagtgg tcgaaagagc 
1020 

aaaaacaaca acaagtcttc aagccagcag tcatcatctt cctcctcctc ttcttcctta 
1080 

tcatcgtgtt cttcatcatc aactgttgta caagaaatct ctcaacaaac aactgtagtg 
1140 

- ccagaatctg attcaaatag tcaggttgat tggacttacg acccaaatga acctcgatac 
1200 

tgcatttgta atcaggtatc ttatggtgag atggtgggat gtgataacca agattgccct 
1260 

atagaatggt tccattatgg ctgcgttgga ttgacagagg caccaaaagg caaatggtac 
1320 

tgtccacagt gcactgctgc aatgaagaga agaggcagca gacacaaata aaggtggtcc 
1380 

ttttgtttga tgaagaaata aacttcagct gaagatttta tataggactt taaaaagaag 
1440 

agaagagaaa gaagaaacaa tgcatttcca ggcaaccact taaaggattt acatagacaa 
1500 

tcctataaga tcttgaactt gaattttatg ggttgtattt taataatgta agtaaattat 
1560 

ttatgcactc ctggtgtgct atgaatatta ttccagttag ccttggatta tttcagtggc 
1620 

caacatatgc agacatttgt actcctcaac cattttctca aagtaatggg cattctatga 
1680 

. tttagacttc aaggaattcc aatgatgaag attttaagga aagtatttta tattcaacag 
1740 

gtatattctg ctgcatgtac tgtactccag agctgttatg taacactgta tataaatggt 
1800 

tgcaaaaaaa aaaaagtcag tgcttctaaa aagaatttaa gataatggtt tttaaaatgc 
1860 

ctttataata agctttgttt ctttgtgaaa ctaattcagc aggctgaagg aaatggttca 
1920 

tgtgataatg tgggctggta tcctctagag tacctgggta cataaacgga aactcctgtt 
1980 

ggttaaaagt attttg 
1996 

<210 > 5714 

<211> 408 

<212 > PRT 

<213 > Homo sapiens 


<400> 5714 


He 

Glu 

Gin 

Leu 

Pro 

Met 

Asp 

Leu Arg 

Asp 

Arg 

Phe 

Thr 

Glu 

Met 

Arg 

1 




5 





10 





15 


Glu 

Met 

Asp 

Leu 

Gin 

Val 

Gin 

Asn 

Ala 

Met 

Asp 

Gin 

Leu 

Glu 

Gin 

Arg 




20 





25 





30 



Val 

Ser 

Glu 

Phe 

Phe 

Met 

Asn 

Ala 

Lys 

Lys 

Asn 

Lys 

Pro 

Glu 

Trp 

Arg 



35 





40 





45 




Glu 

Glu 

Gin 

Met 

Ala 

Ser 

lie 

Lys 

Lys 

Asp 

Tyr 

Tyr 

Lys 

Ala 

Leu 

Glu 


50 





55 





60 





Asp Ala 

Asp 

Glu 

Lys 

Val 

Gin 

Leu 

Ala 

Asn 

Gin 

lie 

Tyr 

Asp 

Leu 

Val 

65 





70 





75 





80 

Asp Arg 

His 

Leu 

Arg 

Lys 

Leu 

Asp Gin 

Glu 

Leu 

Ala 

Lys 

Phe 

Lys 

Met 
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85 





90 





95 


Glu 

Leu 

Glu 

Ala 

Asp 

Asn 

Ala 

Gly 

lie 

Thr 

Glu 

lie 

Leu 

Glu 

Arg 

Arg 




100 





105 





110 



Ser 

Leu 

Glu 

Leu 

Asp 

Thr 

Pro 

Ser 

Gin 

Pro 

Val 

Asn 

Asn 

His 

His 

Ala 



115 





120 





125 




His 

Ser 

His 

Thr 

Pro 

Val 

Glu 

Lys 

Arg 

Lys 

Tyr 

Asn 

Pro 

Thr 

Ser 

His 


130 





135 





140 





His 

Thr 

Thr 

Thr 

Asp 

His 

lie 

Pro 

Glu 

Lys 

Lys 

Phe 

Lys 

Ser 

Glu 

Ala 

145 





150 





155 





160 

Leu 

Leu 

Ser 

Thr 

Leu 

Thr 

Ser 

Asp 

Ala 

Ser 

Lys 

Glu 

Asn 

Thr 

Leu 

Gly 





165 





170 





175 


Cys 

Arg 

Asn 

Asn 

Asn 

Ser 

Thr 

Ala 

Ser 

Ser 

Asn 

Asn 

Ala 

Tyr 

Asn 

Val 




180 





185 





190 



Asn 

Ser 

Ser 

Gin 

Pro 

Leu 

Gly 

Ser 

Tyr 

Asn 

lie 

Gly 

Ser 

Leu 

Ser 

Ser 



195 





200 





205 




Gly 

Thr 

Gly 

Ala 

Gly 

Ala 

lie 

Thr 

Met 

Ala 

Ala 

Ala 

Gin 

Ala 

Val 

Gin 


210 





215 





220 





Ala 

Thr 

Ala 

Gin 

Met 

Lys 

Glu 

Gly Arg 

Arg 

Thr 

Ser 

Ser 

Leu 

Lys 

Ala 

225 





230 





235 





240 

Ser 

Tyr 

Glu 

Ala 

Phe 

Lys 

Asn 

Asn 

Asp 

Phe 

Gin 

Leu 

Gly 

Lys 

Glu 

Phe 





245 





250 





255 


Ser 

Met 

Ala 

Arg 

Glu 

Thr 

Val 

Gly Tyr 

Ser 

Ser 

Ser 

Ser 

Ala 

Leu 

Met 




260 





265 





270 



Thr 

Thr 

Leu 

Thr 

Gin 

Asn 

Ala 

Ser 

Ser 

Ser 

Ala 

Ala 

Asp 

Ser 

Arg 

Ser 



275 





280 





285 




Gly 

Arg 

Lys 

Ser 

Lys 

Asn 

Asn 

Asn 

Lys 

Ser 

Ser 

Ser 

Gin 

Gin 

Ser 

Ser 


290 





295 





300 





Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Leu 

Ser 

Ser 

Cys 

Ser 

Ser 

Ser 

Ser 

Thr 

305 





310 





315 





320 

Val 

Val 

Gin 

Glu 

lie 

Ser 

Gin 

Gin 

Thr 

Thr 

Val 

Val 

Pro 

Glu 

Ser 

Asp 





325 





330 





335 


Ser 

Asn 

Ser 

Gin 

Val 

Asp 

Trp 

Thr 

Tyr 

Asp 

Pro 

Asn 

Glu 

Pro 

Arg 

Tyr 




340 





345 





350 



Cys 

He 

Cys 

Asn 

Gin 

Val 

Ser 

Tyr Gly 

Glu 

Met 

Val 

Gly 

Cys 

Asp 

Asn 



355 





360 





365 




Gin 

Asp 

Cys 

Pro 

lie 

Glu 

Trp 

Phe 

His 

Tyr 

Gly 

Cys 

Val 

Gly 

Leu 

Thr 


370 





375 





380 





Glu 

Ala 

Pro 

Lys 

Gly 

Lys 

Trp 

Tyr 

Cys 

Pro 

Gin 

Cys 

Thr 

Ala 

Ala 

Met 

385 





390 





395 





400 

Lys 

Arg 

Arg 

Gly 

Ser 

Arg 

His 

Lys 













405 













<210 > 5715 
<211> 1458 
<212> DNA 
<213 > Homo sapiens 

<400> 5715 

nggaaaggag ggtcaggcga gtccacgtga gggaagcccc cgctgtgcgc ggagcctctg 
60 

ctgggcggag ggggagtgcc agcccccagg agctaatccc cggctgatgg cgcagggccg 
120 

ggggcttggc cgtctagtgt gatgaaggag gcgaccccca aggtgggaag gcgcacgggt 
180 
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tggggtttga gggtggatga ttggtgacgg agggtgtatc ttcaggagga ggttcgagtg 
240 

aagatcaaag acttgaatga acacattgtt tgctgcctat gcgccggcta cttcgtggat 
300 

gccaccacca tcacagagtg tcttcatact ttctgcaaga gttgtattgt gaagtacctc 
360 

caaactagca agtactgccc catgtgcaac attaagatcc acgagacaca gccactgctc 
420 

aacctcaaac tggaccgggt catgcaggac atcgtgtata agctggtgcc tggcttgcaa 
480 

gacagtgaag agaaacggat tcgggaattc taccagtccc gaggtttgga ccgggtcacc 
540 

cagcccactg gggaagagcc agcactgagc aacctcggcc tccccttcag cagctttgac 
600 

cactctaaag ccc actacta tcgctatgat gagcagttga acctgtgcct ggagcggctg 
660 

aggtgaggag aaggtcaggg gttgcaggag gtgacagtgc caatgaccca gagccaggga 
720 

gggtctaggg gagaggctga gcagtgagtg agtgcctatc cccttgaaga gagtatatca 
780 

tggctctggg tggggaagag gaggaaagat aggattccct aacctgtgtc tatttccccc 
840 

cagttctggc aaagacaaga ataaaagcgt cctgcaggtg agaagggctg aggggagggc 
900 

ctctctaagg agactcacct cccatggtcc ttccctcaca caccttgccc tcttccctcc 
960 

cctccctgct cccagaacaa gtatgtccga tgttctgtta gagctgaggt acgccatctc 
1020 

cggagggtcc tgtgtcaccg cttgatgcta aaccctcagc atgtgcagct cctttttgac 
1080 

aatgaagttc tccctgatca catgacaatg aagcagatat gcctctcccg ctggttcggc 
1140 

aaggtaagcc aggccaccct ccctgggatc acaccccctt cagactcccc ccaaccatcc 
1200 

tacagtcctc aggggaaggg tgggctgagg ggccctttga ataatataag aacattcccc 
1260 

acgtactcca acttcctcat tctctcctta gccatcccct ttgcttttac aataaagtgt 
1320 

gaaagagaag aggaggtagg ggccaagccc ccaccccatc ccactcccct tccctcccca 
1380 

gatatttatg tgaaatgaac tgcagcttta ttttttgaaa taaaaacttt taaaaagcaa 
1440 

aaaaaaaaaa aaaaaaaa 
1458 

<210> 5716 
<211> 148 
<212> PRT 

<213> Homo sapiens 
<400> 5716 

Leu Gin Glu Glu Val Arg Val Lys lie Lys Asp Leu Asn Glu His lie 
15 10 15 

Val Cys Cys Leu Cys Ala Gly Tyr Phe Val Asp Ala Thr Thr lie Thr 
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20 





25 





30 



Glu 

Cys 

Leu 

His 

Thr 

Phe 

Cys 

Lys 

Ser 

Cys 

lie 

Val 

Lys 

Tyr 

Leu 

Gin 



35 





40 





45 




Thr 

Ser 

Lys 

Tyr 

Cys 

Pro 

Met 

Cys 

Asn 

lie Lys 

lie 

His 

Glu 

Thr 

Gin 


50 





55 





60 





Pro 

Leu 

Leu 

Asn 

Leu 

Lys 

Leu 

Asp 

Arg 

Val 

Met 

Gin Asp 

He 

Val 

Tyr 

65 





70 





75 





80 

Lys 

Leu 

Val 

Pro 

Gly 

Leu 

Gin 

Asp 

Ser 

Glu 

Glu 

Lys 

Arg 

lie 

Arg Glu 





85 





90 





95 


Phe 

Tyr 

Gin 

Ser 

Arg 

Gly 

Leu 

Asp 

Arg 

Val 

Thr 

Gin 

Pro 

Thr Gly Glu 




100 





105 





110 



Glu 

Pro 

Ala 

Leu 

Ser 

Asn 

Leu 

Gly 

Leu 

Pro 

Phe 

Ser 

Ser 

Phe Asp 

His 



115 





120 





125 




Ser 

Lys 

Ala 

His 

Tyr 

Tyr 

Arg 

Tyr 

Asp 

Glu 

Gin 

Leu 

Asn 

Leu Cys 

Leu 


130 





135 





140 





Glu 

Arg 

Leu 

Arg 














145 

<210> 5717 

<211> 1419 

<212> DNA 

<213 > Homo sapiens 

<400> 5717 

gggcccctcc ttggctgtat ccgtcagtgg ctccagggta agtctgcccc ccccaccctc 
60 

gtggggcggg gagcccgggg cagcccagag gctgggggaa gggggtggac ttttggcccg 
120 

tttcggttat tccctccatc tcgtcaacag ctgccgcgcg caggcttagc tcattcctct 
180 

gacctgccag gaagcagaga gacccacaga gcaggaggga ggcagaaagt ggagacggac 
240 

ctgagcccga ggaagaggca ggcagaggct gaggctgatt ccaccccagc ctgcctggac 
300 

aaccctcctt agccgcagcc ccttccagtt ccctaggggt tctgcccctc cccctctctg 
360 

gggcaccagc cccccagggt cctgcatccc accatgtcga tggctgtgga aacctttggc 
420 

ttcttcatgg caactgtggg gctgctgatg ctgggggtga ctctgccaaa cagctactgg 
480 

cgagtgtcca ctgtgcacgg gaacgtcatc accaccaaca ccatcttcga gaacctctgg 
540 

tttagctgtg ccaccgactc cctgggcgtc tacaactgct gggagttccc gtccatgctg 
600 

gccctctctg ggtatattca ggcctgccgg gcactcatga tcaccgccat cctcctgggc 
660 

ttcctcggcc tcttgctagg catagcgggc ctgcgctgca ccaacattgg gggcctggag 
720 

ctctccagga aagccaagct ggcggccacc gcaggggccc tccacattct ggccggtatc 
780 

tgcgggatgg tggccatctc ctggtacgcc ttcaacatca cccgggactt cttcgacccc 
840 

ttgtaccccg gaaccaagta cgagctgggc cccgccctct acctggggtg gagcgcctca 
900 
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ctgatctcca tcctgggtgg 
960 

gacccagccg ccagcgcccg 
1020 

acctcggacc aagaaggcga 
1080 

cagctctggc ccgtgggccc 
1140 

gggcccattc ccctatagta 
1200 

ccggccacgg ccccgtgtct 
1260 

gaagtcgcat atctcccctc 
1320 

tgtgaagggg acggtgtccc 
1380 

gcatattgtg accgttaaaa 
1419 

<210> 5718 

<211> 228 

<212> PRT 

<213 > Homo sapiens 


<400> 5718 


Met 

Ser 

Met 

Ala 

Val 

Glu 

1 




5 


Leu 

Leu 

Met 

Leu 

Gly 

Val 




20 



Thr 

Val 

His 

Gly 

Asn 

Val 



35 




Trp 

Phe 

Ser 

Cys 

Ala 

Thr 


50 





Phe 

Pro 

Ser 

Met 

Leu 

Ala 

65 





70 

Leu 

Met 

lie 

Thr 

Ala 

lie 


- 



85 


lie 

Ala 

Gly 

Leu 

Arg 

Cys 




100 



Lys 

Ala 

Lys 

Leu 

Ala 

Ala 



115 




He 

Cys 

Gly 

Met 

Val 

Ala 


130 





Asp 

Phe 

Phe 

Asp 

Pro 

Leu 

145 





150 

Ala 

Leu 

Tyr 

Leu 

Gly 

Trp 





165 


Leu 

Cys 

Leu 

Cys 

Ser 

Ala 




180 



Ala 

Ser 

Ala 

Arg. 

Arg 

Pro 



195 




Ala 

Thr 

Ser 

Asp 

Gin 

Glu 


210 





Asn 

Ala 

Tyr 

Val 




cctctgcctc tgctccgcct 
gcggccctac caggctcccg 
cagcagcttt ggcaaatacg 
cgctgtcttc ccactgcccc 
acctcagggg ccggccacgc 
tgcactctca tggcccctcc 
tgaggctgga tccctcatct 
cgcacgtttg tattgtgtat 
aaaaaaaaaa aaaaaaaaa 


Thr 

Phe 

Gly 

Phe 

10 

Phe 

Thr 

Leu 

Pro 

25 

Asn 

Ser 

lie 

Thr 

40 

Thr 

Asn 

Thr 

Asp 

55 

Ser 

Leu 

Gly 

Val 

Leu 

Ser 

Gly 

Tyr 

lie 

75 

Leu 

Leu 

Gly 

Phe 

90 

Leu 

Thr 

Asn 

lie 

105 

Gly 

Gly 

Thr 

Ala 

120 

Gly 

Ala 

Leu 

lie 

135 

Ser 

Trp 

Tyr 

Ala 

Tyr 

Pro 

Gly 

Thr 

Lys 

155 

Ser 

Ala 

Ser 

Leu 

170 

lie 

Cys 

Cys 

Cys 

185 

Gly 

Ser 

Tyr 

Gin 

200 

Ala 

Pro 

Val 

Gly 

215 

Asp 

Ser 

Ser 

Phe 


gctgctgcgg ctctgacgag 
tgtccgtgat gcccgtcgcc 
gcagaaacgc ctacgtgtag 
aaggagaggg gacctggccg 
cccgctcccg tagccccgcc 
aggccaagaa ctgctcttgg 
tctgaccctg ggttctgggc 
aaatacattc attaataaat 


Met 

Ala 

Thr 

Val 

15 

Gly 

Tyr 

Trp 

Arg 

30 

Val 

Ser 

lie 

Phe 

45 

Glu 

Asn 

Leu 

Tyr 

60 

Asn 

Cys 

Trp 

Glu 

Gin 

Ala 

Cys 

Arg 

Ala 

80 

Gly 

Leu 

Leu 

Leu 

95 

Gly 

Leu 

Glu 

Leu 

110 

Ser 

Arg 

His 

lie 

125 

Leu 

Ala 

Gly 

Phe 

140 

Asn 

lie 

Thr 

Arg 

Tyr 

Glu 

Leu 

Gly 

Pro 

160 

Ser 

lie 

Leu 

Gly 

175 

Gly 

Asp 

Glu 

Asp 

190 

Pro 

Ala 

Ser 

Val 

205 

Met 

Pro 

Val 

Gly 

220 

Lys 

Tyr 

Gly 

Arg 
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225 

<210> 5719 
<211> 2267 
<212> DNA 

<213> Homo sapiens 
<400> 5719 

ntgtcagcag agccctgtac 
60 

ccgcctttga tgttaggtcc 
120 

ctccgtgcca tgcagtcggg 
180 

tacctctttc ttctgaagca 
240 

ctctttcgtt aatcccccca 
300 

gcatttctaa cttcaaaccg 
360 

tcaaagactt cttcatcttc 
420 

gcccctgaac acatcattcc 
480 

taagatctgg caaactctgt 
540 

ttcatccagt gagtcccagt 
600 

cagcagcagc gcggccacgg 
660 

caaggcctgc atccgccagt 
720 

ctgctgaggc ggagaggtta 
780 

gatgaacatg gggtctgtac 
840 

atcttagaca tccctttcca 
900 

agtgactttt tgaatgagta 
960 

aagcacatca aatttagttg 
1020 

attgccacag gtcactatgc 
1080 

cacgttaaga agcccgaagg 
1140 

ctcctccagg cagctgacag 
1200 

gatgccctga ggagaaccat 
1260 

atcgctgctg agaatagact 
1320 

ttcatcggga agaggaattt 
1380 


cgtgcgcctc agcaaactcc 
tggagaaggg gaagtggtgc 
aaagggaaac aggcactaat 
catgatgaag tctattctca 
gagggaagat ggttctcctc 
atttctgaaa agcccttcgg 
cagggaagtt cttgcatagt 
aatactcctt tacgtaggac 
aagcatcttc acagtctttg 
tcttcataaa cacccctgtc 
cgctgtccac gccgccggac 
cgccccgtcc ggcggcgtgg 
ccaggtgaca ggggtgttta 
tgccgacaaa gactgtgaag 
tcaagtgtcc tacgtaaagg 
tgaaaaagga aggactccca 
cttttttcat tatgctgtgg 
aagaacttcc ctggaagatg 
gcttttcaga aatcggtttg 
ctttaaagac cagaccttct 
cttccctctg gggggattaa 
tcatcatgtg cttcagaaga 
tgaacatttc cttcttcagt 


tccatctatt gctccaaggc 
gggacccaca ggtccagctg 
caaaggcaac tgctcactcg 
gcagcgattt tctttacaaa 
agggcatcct gggaaacctg 
gcttcttaac gtgcttctgc 
gacctgtggc aatggcatct 
acttgatgga aagggatgtc 
tcggcagtac agaccccatg 
acctggtaac ctctccgcct 
agggcgcaca cgacgtgccg 
acagcgccgt ggccgcgctg 
tgaagaactg ggactcactg 
atgcttacag agtttgccag 
agtattggaa tgatgtgttc 
atcctgacat agtttgcaac 
ataatcttgg ggcagatgcc 
aagaagtctt tgagcagaag 
aagttagaaa tgcggtaaaa 
ttctcagcca ggtttcccag 
cgaaagagtt tgtaaagaaa 
aagagagcat gggcatgtgt 
atctgcagcc tcgacctggt 
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cactttattt ccatagaaga caataaggtt 
1440 

accttgggcc agagagcaaa cataggtggc 
1500 

gacagcgtca agggtgacgt gtttgtggcc 
1560 

gacctgctga ggaccagccg cgtgcactgg 
1620 

cgggacaaga tgatggagtg ccacttccga 
1680 

gtgctgaccc tcaatcaaga tggcaccgtg 
1740 

cttgccacag gacagtttgc tgtgttctac 
1800 

atcctgcggc tggggccgtc tgcctacacg 
1860 

gccactgaga gccccagtga cagcccagaa 
1920 

cagagatgga tctgctagaa ggaacctgga 
1980 

gcagtccagg tgcccaaggg ccagcttgct 
2040 

tgagggtccg aaaagcctgc aggggcccgg 
2100 

tggggctctg gctgctggag catctgctgg 
2160 

gcccccaggg agggtttccc acctcagagt 
2220 

gggacagcgt ggaataaaca ttatttcaag 
2267 

<210> 5720 

<211> 455 

<212 > PRT 

<213 > Homo sapiens 

<400> 5720 

Val Pro Val Leu His Lys His Pro 
1 5 

Gin Gin Gin Arg Gly His Gly Ala 
20 

His Asp Val Pro Gin Gly Leu His 
35 40 

Val Asp Ser Ala Val Ala Ala Leu 
50 55 

Val Thr Gly Val Phe Met Lys Asn 
65 70 

Val Cys Thr Ala Asp Lys Asp Cys 
85 

lie Leu Asp He Pro Phe His Gin 
100 

Asn Asp Val Phe Ser Asp Phe Leu 
115 120 

Pro Asn Pro Asp lie Val Cys Asn 


ctgggaacac ataaaggttg gttcctgtat 
ctgagagagc cctggtacgt ggtggagaag 
ccccggacag accacccagc cctgtacagg 
attgcggagg agcctcccgc agcactggtc 
ttccgccacc agatggcact agtgccctgt 
tgggtgacag ctgtgcaggc tgtgcgtgcc 
aagggggacg agtgcctggg cagcgggaag 
ctccagaagg gccagcgcag agctgggatg 
gatggtccag gcctgagtcc cttgctctga 
gagcaggacc catggctggg cggctggtga 
gctgcccaaa gcagaggaag ccgggctggc 
cgagccccag gaagagcctc agctccaggc 
ctggtggggt ggcccgagtt ccccttcacc 
acaccgaggg gacctgcaga gggggctgtc 
gaaaaaaaaa aaaaaaa 


Cys 

His 

10 

Leu 

Val 

Thr 

Ser 

Pro 

15 

Pro 

Val 

25 

His 

Ala 

Ala 

Gly 

Gin 

30 

Gly Ala 

Pro 

Pro 

Val 

Ala 

Pro 

45 

Ser 

Gly Gly 

Leu 

Leu 

Arg 

Arg 

60 

Arg 

Gly 

Tyr 

Gin 

Trp 

Asp 

Ser 

75 

Leu 

Asp 

Glu 

His 

Gly 

80 

Glu 

Asp 

90 

Ala 

Tyr 

Arg 

Val 

Cys 

95 

Gin 

Val 

105 

Ser 

Tyr Val 

Lys 

Glu 

110 

Tyr 

Trp 

Asn 

Glu 

Tyr 

Glu 

Lys 

125 

Gly 

Arg 

Thr 

Lys 

His 

lie 

Lys 

Phe 

Ser 

Cys 

Phe 


4885 



WO 00/58473 


PCT/US00/0862 1 


130 135 140 

Phe His Tyr Ala Val Asp Asn Leu Gly Ala Asp Ala He Ala Thr Gly 

145 150 155 160 

His Tyr Ala Arg Thr Ser Leu Glu Asp Glu Glu Val Phe Glu Gin Lys 

165 170 175 

His Val Lys Lys Pro Glu Gly Leu Phe Arg Asn Arg Phe Glu Val Arg 

180 185 190 

Asn Ala Val Lys Leu Leu Gin Ala Ala Asp Ser Phe Lys Asp Gin Thr 

195 200 205 

Phe Phe Leu Ser Gin Val Ser Gin Asp Ala Leu Arg Arg Thr lie Phe 

210 215 220 

Pro Leu Gly Gly Leu Thr Lys Glu Phe Val Lys Lys lie Ala Ala Glu 

225 230 235 240 

Asn Arg Leu His His Val Leu Gin Lys Lys Glu Ser Met Gly Met Cys 

245 250 -255 

Phe lie Gly Lys Arg Asn Phe Glu His Phe Leu Leu Gin Tyr Leu Gin 

260 265 270 

Pro Arg Pro Gly His Phe lie Ser lie Glu Asp Asn Lys Val Leu Gly 

275 280 285 

Thr His Lys Gly Trp Phe Leu Tyr Thr Leu Gly Gin Arg Ala Asn lie 

290 295 300 

Gly Gly Leu Arg Glu Pro Trp Tyr Val Val Glu Lys Asp Ser Val Lys 

305 310 315 320 

Gly Asp Val Phe Val Ala Pro Arg Thr Asp His Pro Ala Leu Tyr Arg 

325 330 335 

Asp Leu Leu Arg Thr Ser Arg Val His Trp lie Ala Glu Glu Pro Pro 

340 345 350 

Ala Ala Leu Val Arg Asp Lys Met Met Glu Cys His Phe Arg Phe Arg 

355 360 365 

His Gin Met Ala Leu Val Pro Cys Val Leu Thr Leu Asn Gin Asp Gly 

370 375 380 

Thr Val Trp Val Thr Ala Val Gin Ala Val Arg Ala Leu Ala Thr Gly 

385 390 . 395 400 

Gin Phe Ala Val Phe Tyr Lys Gly Asp Glu Cys Leu Gly Ser Gly Lys 

405 410 415 

lie Leu Arg Leu Gly Pro Ser Ala Tyr Thr Leu Gin Lys Gly Gin Arg 

420 425 430 

Arg Ala Gly Met Ala Thr Glu Ser Pro Ser Asp Ser Pro Glu Asp Gly 

435 440 445 

Pro Gly Leu Ser Pro Leu Leu 

450 455 

<210> 5721 
<211> 400 
<212> DNA 

<213> Homo sapiens 
<400> 5721 

ttagacatag ctaaccagac aggcagatca atcagaattc ccccatcaga aagaaaagcc 
60 

cttatgttag ctatgggata tcatgagaag ggcagagctt tcctgaaaag aaaagaatat 
120 

ggaatagcct tgccatgtct gttggacgct gacaaatatt tctggtgggc gcttttgtac 
180 
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ttggtgaaca cc agctttaa ggaagatggc ccagactata cagaacacct gccatgccct 
240 

tgagactgca gactttcatc tacaacagtg gttaatgtaa aagagtagtt atggtgtaaa 
300 

ctggtgaatt tcttcttccc tttgtatttc taattgacct ttcctccctg taaagaaaag 
360 

aattttcaag caggtaggat atgctctctt tttctgtaca 
400 

<210> 5722 
<211> 80 
<212 > PRT 

<213 > Homo sapiens 


<400> 5722 


Leu Asp 
1 

lie 

Ala 

Asn 

5 

Gin 

Thr 

Gly Arg 

Ser 

10 

lie 

Arg 

lie 

Pro 

Pro 

15 

Ser 

Glu Arg 

Lys 

Ala 

20 

Leu 

Met 

Leu 

Ala Met 
25 

Gly 

Tyr 

His 

Glu 

Lys Gly Arg 
30 

Ala Phe 

Leu 

35 

Lys 

Arg 

Lys 

Glu 

Tyr Gly 
40 

He 

Ala 

Leu 

Pro 

45 

Cys 

Leu 

Leu 

Asp Ala 
50 

Asp 

Lys 

Tyr 

Phe 

Trp 

55 

Trp Ala 

Leu 

Leu 

Tyr 

60 

Leu 

Val 

Asn 

Thr 

Ser Phe Lys 
65 

Glu 

Asp 

Gly Pro 
70 

Asp Tyr 

Thr 

Glu 

75 

His 

Leu 

Pro 

Cys 

Pro 

80 


<210> 5723 
<211> 376 
<212 > DNA 

<213> Homo sapiens 
<400> 5723 

nntaccacat tttcttcttt tcacccaccc cagccaaaac tcagtgccct caaggctcgg 
60 

aagaatgtgg agagttttct agaagcctgt cgaaaaatgg gggtgcctga ggtatggggg 
120 

ctgctttcta aagagtggtg gcatgccgga ctcagcggag ccatgtggca tggatggtgg 
180 

gcttccattt gcagcggatg tctgctctca gatgaaggca caggctgccc ctgcctgccc 
240 

cagcatgccc cctgccctgc atgccccctg ccctgcatgt cacctgtcct acacatcccc 
300 

tgccctgcag gccccatctt gtcctgcatg tcacctgtcc tgcacatgcc ctgccctgca 
360 

ctcctcctgc acgcgt 
376 

<210> 5724 
<211> 125 
<212> PRT 

<213 > Homo sapiens 
<400> 5724 

Xaa Thr Thr Phe Ser Ser Phe His. Pro Pro Gin Pro Lys Leu Ser Ala 
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1 5 

Leu Lys Ala Arg Lys Asn Val Glu 
20 

Met Gly Val Pro Glu Val Trp Gly 
35 40 

Ala Gly Leu Ser Gly Ala Met Trp 
50 55 

Ser Gly Cys Leu Leu Ser Asp Glu 
65 70 

Gin His Ala Pro Cys Pro Ala Cys 
85 

Leu His lie Pro Cys Pro Ala Gly 
100 

Val Leu His Met Pro Cys Pro Ala 
115 120 


10 15 

Ser Phe Leu Glu Ala Cys Arg Lys 
25 30 

Leu Leu Ser Lys Glu Trp Trp His 
45 

His Gly Trp Trp Ala Ser lie Cys 
60 

Gly Thr Gly Cys Pro Cys Leu Pro 
75 80 

Pro Leu Pro Cys Met Ser Pro Val 
90 95 

Pro lie Leu Ser Cys Met Ser Pro 
105 110 

Leu Leu Leu His Ala 
125 


<21 0> 5725 
<211> 1160 
<212 > DNA 
<21 3 > Homo sapiens 

<400> 5725 

gctttttttc cttttctccc 
60 

ccagccctcc ccctgctgct 
120 

accgcgcacg ggcgagcatg 
180 

ttcccggggg tctccaccga 
240 

gggcactacc ggacgggcgg 
300 

gcaggcatgg gcatggaccc 
360 

gcctcccggg gcaccggcga 
420 

tccacctatg cccatggcaa 
480 

atgctgtacc tgggctcccg 
540 

aggtggttca gctcgcatag 
600 

gacgagatgg aaatgcactt 
660 

gatgtgctga ctaaagacgc 
720 

gacacgatag ccaggctgcc 
780 

tttgaagtga acagatcttg 
840 

gactcctctc aaagggacag 
900 

gcagagctga gcttgggaca 
960 


tccgcgtctc ctttttgact 
gagaagtggg ggagggtctc 
gggggoaago agagcacggc 
tgacagcgcc gtgccgccgc 
cggggccatg gggctgcgca 
cagcacggcc gggggggtgc 
ctccgagagg gcgcccggcg 
tggttaccag gagacgggcg 
agcctcgctg gcggatgctc 
tggtttcaag tgccccattt 
tataatgtgt ttgagcaaac 
gggtgagtgt gtgatctgcc 
ctgcctgtgc atctatcaca 
tccggaacac cctgcggact 
agcgcccctg ctccagggag 
ccagcgggaa cagggcaccc 


ccctccccct ttatgctcgc 
ggcctccagg ttcccgcccc 
gacccgctcc cgggggcccc 
cgggaggggc gccccatttc 
gcgcatcggt cagctcggtg 
cctttggcct ctacaccccc 
gcggagggtc tgcgtccgac 
gcggtcacca tagagacggg 
tacctctgca catcgcaccc 
gctccaagtc tgtggcttct 
ctcgcctctc ctacaacgat 
tggaggagct gctgcagggg 
aaagctgcat agactcgtgg 
gacctgcggg cttgcttgct 
gaggctcacc ggaccctggg 
cttctgcact gacttccaga 
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tcatggttct cccttcctcc ctgaggacac caaattggat gagagcaagt ttgagagaag 
1020 

aatgaatcaa ctgctatcct tcccctcacc cctcagccca ggagggaaag ggcattttct 
1080 

ttttcatctt tgaaaggcat tgtgggtctg tctttaaagt gtttacaaaa aaattatata 
1140 

aaaaaaagtc tagtgtcgac 
1160 

<210> 5726 
<211> 273 
<212 > PRT 

<213 > Homo sapiens 
<400> 5726 


Ala 

1 

Phe 

Phe 

Pro 

Leu 

Tyr 

Ala 

Arg 

20 

Ser 

Arg 

Pro 

35 

Pro 

Ala 

Ser 

50 

Arg 

Ala 

Ser 

65 

Thr 

Asp 

Asp 

Gly 

His 

Tyr 

Arg 

Val 

Ser 

Ser 

Val 

100 

Val 

Pro 

Phe 

115 

Gly 

Glu 

Arg 

130 

Ala 

Pro 

His 

145 

Gly 

Asn 

Gly 

Met 

Leu 

Tyr 

Leu 

His 

lie 

Ala 

Pro 

180 

He 

Cys 

Ser 

195 

Lys 

Met 

Cys 

210 

Leu 

Ser 

Lys 

225 

Asp 

Ala 

Gly 

Asp 

Thr 

lie 

Ala 

lie 

Asp 

Asp 

Ser 

Trp 

260 


<210> 5727 
<211> 1237 


Phe 

Leu Pro 

Pro 

5 

Pro 

Ala Leu 

Pro 

Gly 

Ser Arg 

Pro 



40 

Arg 

Arg Pro 

Ala 

Ser 

55 

Ala Val 

Pro 

Thr 

70 

Gly Gly 

Gly 

85 

Ala 

Gly Met 

Gly 

Leu 

Tyr Thr 

Pro 

Gly 

Gly Gly 

120 

Gly 


135 


Tyr 

Gin Glu 

Thr 

Gly 

150 

Ser Arg 

Ala 

165 

Arg 

Trp Phe 

Ser 

Ser 

Val Ala 

Ser 

Lys 

Pro Arg 

200 

Leu 

Glu 

215 
Cys Val 

lie 

Arg 

230 

Leu Pro 

Cys 

245 



Phe 

Glu Val 

Asn 


Arg 

Leu 

10 

Leu 

Phe 

Leu 

25 

Leu 

Leu 

Arg 

Thr 

Ala 

His 

Gly 

Pro 

Gly 

Gly 

Pro 

60 

Pro 

Pro 

Gly 

75 

Gly 

Ala 

Met 

90 

Gly 

Leu 

Met 

105 

Asp 

Pro 

Ser 

Ala 

Ser 

Arg 

Gly 

Ser 

Ala 

Ser 

Asp 

140 

Gly 

Gly 

Gly 

155 

His 

Ser 

Leu 

170 

Ala 

Asp 

Ser 

185 

His 

Ser 

Gly 

Asp 

Glu 

Met 

Glu 

Ser 

Tyr 

Asn 

Asp 

220 

Cys 

Leu 

Glu 

235 

Glu 

Leu 

Cys 

250 

lie 

Tyr 

Arg 

265 

Ser 

Cys 

Pro 


Asp 

Ser 

Leu 

15 

Pro 

Ser 

Gly 

30 

Gly 

Gly 

Arg 

45 

Ala 

Trp 

Gly 

Phe 

Pro 

Gly 

Val 

Ala 

Pro 

His 

Phe 

80 

Arg 

Ser 

Ala 

95 

Ser 

Thr 

Ala 

110 

Gly 

Gly 

Thr 

125 

Gly 

Asp 

Ser 

Ser 

Thr 

Tyr 

Ala 

His 

Arg 

Asp 

Gly 

160 

Ala 

Leu 

Pro 

175 

Leu 

Phe 

Lys 

190 

Cys 

Pro 

Met 

205 

His 

Phe 

lie 

Asp 

Val 

Leu 

Thr 

Leu 

Leu 

Gin 

Gly 

240 

His 

Lys 

Ser 

255 

Cys 

Glu 

His 

270 

Pro 

Ala 
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<212> DNA 

<213> Homo sapiens 
<400> 5727 

ntgagaaggg aggtgaccac caggactggc tctgtgagta ccacacagtg ggagggggtg 
60 

ggggccacea tgtcatcata tcagaaggaa ctggagaaat acagagacat agatgaagat 
120 

gagatcctaa ggaccttgag ccccgaggag ctagagcagc tggactgcga actacaggag 
180 

atggatcctg agaacatgct cctgccagct ggactaagac aacgtgacca gacaaagaag 
240 

agcccaacgg ggccactgga ccgagaggcc cttttgcagt acttggagca acaggcacta 
300 

gaagtcaaag agcgtgatga cttggtgccc ttcacaggcg agaagaaggg gaaaccctat 
360 

attcagccca agagggaaat cccagcagag gagcagatca ccctggagcc tgagctggag 
420 

gaggcactgg cacatgccac agatgctgaa atgtgtgaca ttgcagcaat tctggacatg 
480 

tacacactga tgagtaacaa gcaatactat gatgccctct gcagtggaga aatctgcaac 
540 

actgaaggca ttagcagtgt ggtacagcct gacaagtata agccagtgcc ggatgaaccc 
600 

ccaaatccca caaacattga ggagatacta aagagggtcc gaagcaatga caaggagctg 
660 

gaggaggtga acttgaataa tatacaggac atcccaatac ccatgctaag tgagctgtgt 
720 

gaggcaatga aggcaaatac ctatgtgcgg agcttcagtc tggtagccac gaggagtggt 
780 

gaccccattg ccaatgcagt ggctgacatg ttgcgtgaga atcgtagcct ccagagccta 
840 

aacatcgaat ccaacttcat tagcagcaca ggactcatgg ctgtgctgaa ggcagttcgg 
900 

gaaaatgcca cactcactga gctccgtgta gacaatcagc gccagtggcc tggtgatgca 
960 

gtggagatgg agatggccac cgtgctagag cagtgtccct ctattgtccg ctttggctac 
1020 

cactttacac agcaggggcc acgagctcgg gcagcccagg ccatgacccg aaacaatgaa 
1080 

ctacgtcgcc agcaaaagaa gagataacac tgcattt ccc tttaccaact agcgctggga 
1140 

gcactggaca cttaaatcct catctgtcct cctttcctgt aaataaaagc ccttctatcc 
1200 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaa 
1237 

<210> 5728 
<211> 368 
<212> PRT 

<213> Homo sapiens 
<400> 5728 

Xaa Arg Arg Glu Val Thr Thr Arg Thr Gly Ser Val Ser Thr Thr Gin 
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1 



5 





10 





15 


Trp 

Glu 

Gly Val 

Gly 

Ala 

Thr 

Met 

Ser 

Ser 

Tyr 

Gin 

Lys 

Glu 

Leu 

Glu 



20 





25 





30 



Lys 

Tyr Arg Asp 

lie 

Asp 

Glu 

Asp 

Glu 

lie 

Leu 

Arg 

Thr 

Leu 

Ser 

Pro 



35 




40 





45 




Glu 

Glu 

Leu Glu 

Gin 

Leu 

Asp 

Cys 

Glu 

Leu 

Gin 

Glu 

Met 

Asp 

Pro 

Glu 


50 




55 





60 





Asn 

Met 

Leu Leu 

Pro 

Ala 

Gly 

Leu 

Arg 

Gin 

Arg 

Asp 

Gin 

Thr 

Lys 

Lys 

65 




70 





75 





80 

Ser 

Pro 

Thr Gly 

Pro 

Leu 

Asp 

Arg 

Glu 

Ala 

Leu 

Leu 

Gin Tyr 

Leu 

Glu 




85 





90 





95 


Gin 

Gin 

Ala Leu 

Glu 

Val 

Lys 

Glu 

Arg 

Asp 

Asp 

Leu 

Val 

Pro 

Phe 

Thr 



100 





105 





110 



Gly Glu 

Lys Lys 

Gly 

Lys 

Pro 

Tyr 

He 

Gin 

Pro 

Lys 

Arg 

Glu 

lie 

Pro 



115 




120 





12 5 




Ala 

Glu 

Glu Gin 

lie 

Thr 

Leu 

Glu 

Pro 

Glu 

Leu 

Glu 

Glu 

Ala 

Leu 

Ala 


130 




135 





140 





His 

Ala 

Thr Asp 

Ala 

Glu 

Met 

Cys 

Asp 

lie 

Ala 

Ala 

lie 

Leu 

Asp 

Met 

145 




150 





155 





160 

Tyr Thr 

Leu Met 

Ser 

Asn 

Lys 

Gin 

Tyr 

Tyr 

Asp 

Ala 

Leu Cys 

Ser 

Gly 




165 





170 





175 


Glu 

He 

Cys Asn 

Thr 

Glu 

Gly 

lie 

Ser 

Ser 

Val 

Val 

Gin 

Pro 

Asp 

Lys 



180 





185 





190 



Tyr 

Lys 

Pro Val 

Pro 

Asp 

Glu 

Pro 

Pro 

Asn 

Pro 

Thr 

Asn 

lie 

Glu 

Glu 



195 




200 





205 




lie 

Leu 

Lys Arg 

Val 

Arg 

Ser 

Asn 

Asp 

Lys 

Glu 

Leu 

Glu 

Glu 

Val 

Asn 


210 




215 





220 





Leu 

Asn 

Asn lie 

Gin 

Asp 

lie 

Pro 

lie 

Pro 

Met 

Leu 

Ser 

Glu 

Leu 

Cys 

225 




230 





235 





240 

Glu 

Ala 

Met Lys 

Ala 

Asn 

Thr 

Tyr 

Val 

Arg 

Ser 

Phe 

Ser 

Leu 

Val 

Ala 




245 





250 





255 


Thr 

Arg 

Ser Gly 

Asp 

Pro 

lie 

Ala 

Asn 

Ala 

Val 

Ala 

Asp 

Met 

Leu 

Arg 



260 





265 





270 



Glu 

Asn 

Arg Ser 

Leu 

Gin 

Ser 

Leu 

Asn 

lie 

Glu 

Ser 

Asn 

Phe 

lie 

Ser 



275 




280 





285 




Ser 

Thr 

Gly Leu 

Met 

Ala 

Val 

Leu 

Lys 

Ala 

Val 

Arg 

Glu 

Asn 

Ala 

Thr 


290 




295 





300 





Leu 

Thr 

Glu Leu 

Arg 

Val 

Asp 

Asn 

Gin 

Arg 

Gin 

Trp 

Pro Gly 

Asp 

Ala 

305 




310 





315 





320 

Val 

Glu 

Met Glu 

Met 

Ala 

Thr 

Val 

Leu 

Glu 

Gin 

Cys 

Pro 

Ser 

lie 

Val 




325 





330 





335 


Arg 

Phe 

Gly Tyr 

His 

Phe 

Thr 

Gin 

Gin 

Gly 

Pro 

Arg 

Ala 

Arg 

Ala 

Ala 



340 





345 





350 



Gin 

Ala 

Met Thr 

Arg 

Asn 

Asn 

Glu 

Leu 

Arg 

Arg 

Gin 

Gin Lys 

Lys 

Arg 



355 




360 





365 





<210> 5729 

<211> 381 

<212> DNA 

<213 > Homo sapiens 

<400> 5729 

naaatttatt actacggatc acagcagcaa cgggcgggaa gggcggcgcc agactcattt 
60 
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gccccgcagg tagatcttgg gggtctgcca gccttcgggg gcttccttta gccccgcctt 
120 

cagccagatg cgcctcaggt ctttctcgaa cttgatctgc aagacgcaga gagagggacc 
180 

gccaagtaat tcgtggcaaa gaaacgtgtt ctcagcactt tgccctccca gggccaagca 
240 

gggggccact cacctgcttg cgtctcaggc gtccctcctg gaccttcctc cgcaggaacc 
300 

gcgtcttctt caccagcttc cggtacttgt ggtggttcat cttccgccgg cggatcttca 
360 

gcacgttttt gcactaaatt t 
381 

<210> 5730 

<211> 64 

<212> PRT 

<213 > Homo sapiens 

<400> 5730 

Phe Val Ala Lys Lys Arg Val Leu Ser Thr Leu Pro Ser Gin Gly Gin 
15 10 15 

Ala Gly Gly His Ser Pro Ala Cys Val Ser Gly Val Pro Pro Gly Pro 
20 25 30 

Ser Ser Ala Gly Thr Ala Ser Ser Ser Pro Ala Ser Gly Thr Cys Gly 
35 40 45 

Gly Ser Ser Ser Ala Gly Gly Ser Ser Ala Arg Phe Cys Thr Lys Phe 
50 55 60 

<210> 5731 
<211> B 91 
<212> DNA 

<213> Homo sapiens 
<400> 5731 

ccggccgcgt ccaggctgcg ggccgaagcc gggctcgggg cgctgccgcg gcgggcgctc 
60 

gcccagtact tgctcttcct gcggctctac ccggtgctca ccaaggcggc caccagtggc 
120 

attttgtcag cacttgggaa cttcctggcc cagatgattg agaagaagcg gaaaaaagaa 
180 

aactctagaa gtctggatgt cggtgggcct ctgagatatg ccgtttacgg gttcttcttc 
240 

acagggccgc tgagtcactt cttctacttc ttcatggaac attggatccc tcctgaggtc 
300 

cccctggcag ggctcaggag gcttctcctg gaccgcctcg tctttgcacc ggccttcctc 
360 

atgttgttct tcctcatcat gaactttctg gaggggaaag acgcctcagc cttcgccgcc 
420 

aagatgaggg ggggcttctg gccggcgctg aggatgaact ggcgggtgtg gacgccacta 
480 

cagttcatca acatcaacta cgtccctctg aagttccggg tgctcttcgc caacctggca 
540 

gctctgttct ggtatgccta cctggcctcc ttggggaagt gacgaccgct gggagaacat 
600 
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caggtgcact gtggacgtgg gtctgggggt ctcacccgcc cagcgagagc agaaccaatc 
660 

cagtcaggat gtcactgact ctaaatcagg tgattcaaga tgcccaaaaa tgatggatag 
720 

agaaacagaa atctctgaat gtcagaaccc tgtcttttaa aaaggcagtc actgccttca 
780 

ggtggtgctg ccccagaaac ttaaaattta gtcgaggcag tttcaattgt tactgtggac 
840 

cgaattagga tcacaataaa tgataatgca ggttcttcaa aaaaaaaaaa a 
891 


<210> 5732 
<211> 193 
<212> PRT 

<213 > Homo sapiens 


<400 > 5732 


Pro Ala 

Ala 

Ser 

Arg 

Leu 

Arg 

Ala 

1 



5 




Arg Arg 

Ala 

Leu 

Ala 

Gin 

Tyr 

Leu 



20 





Leu Thr 

Lys 

Ala 

Ala 

Thr 

Ser 

Gly 


35 





40 

Leu Ala 

Gin 

Met 

lie 

Glu 

Lys 

Lys 

50 





55 


Leu Asp 

Val 

Gly Gly 

Pro 

Leu 

Arg 

65 




70 



Thr Gly 

Pro 

Leu 

Ser 

His 

Phe 

Phe 




85 




Pro Pro 

Glu 

Val 

Pro 

Leu 

Ala 

Gly 



100 





Leu Val 

Phe 

Ala 

Pro 

Ala 

Phe 

Leu 


115 





120 

Phe Leu 

Glu 

Gly Lys 

Asp 

Ala 

Ser 

130 





135 


Gly Phe 

Trp 

Pro 

Ala 

Leu 

Arg 

Met 

145 




150 



Gin Phe 

He 

Asn 

He 

Asn 

Tyr 

Val 




165 




Ala Asn 

Leu 

Ala 

Ala 

Leu 

Phe 

Trp 


180 

Lys 


<210> 5733 

<211> 950 

<212> DNA 

<213> Homo sapiens 


Glu 

Ala 

Gly 

Leu 

Gly 

Ala 

Leu 

Pro 


10 





15 


Leu 

Phe 

Leu 

Arg 

Leu 

Tyr 

Pro 

Val 

25 





30 



lie 

Leu 

Ser 

Ala 

Leu 

Gly 

Asn 

Phe 





45 




Arg 

Lys 

Lys 

Glu 

Asn 

Ser 

Arg 

Ser 




60 





Tyr 

Ala 

Val 

Tyr 

Gly 

Phe 

Phe 

Phe 



75 





80 

Tyr 

Phe 

Phe 

Met 

Glu 

His 

Trp 

lie 


90 





95 


Leu 

Arg 

Arg 

Leu 

Leu 

Leu 

Asp 

Arg 

105 





110 



Met 

Leu 

Phe 

Phe 

Leu 

lie 

Met 

Asn 





125 




Ala 

Phe 

Ala 

Ala 

Lys 

Met 

Arg 

Gly 




140 





Asn 

Trp 

Arg 

Val 

Trp 

Thr 

Pro 

Leu 



155 





160 

Pro 

Leu 

Lys 

Phe 

Arg 

Val 

Leu 

Phe 


170 





175 


Tyr 

Ala 

Tyr 

Leu 

Ala 

Ser 

Leu 

Gly 

185 





190 




<400> 5733 

nnccacgtcg tcattctccc cggggacggt gggagtggca cggccgccat cagcttcaca 
60 

ggggccttga aaattccagg cgtgatagag ttctcactgt gtctgctgtt tgccaagctg 
120 
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gtcagctata ctttcctctt ctggctgccc ctgtacatca cgaatgtgga tcaccttgat 
180 

gccaaaaagg cggggtgcac aggtagcccc gaccctctca ggcattccag ccacagaaca 
240 

tcaaagtgag cgagtactgc gctggctgtg gcttcagaga acctgtatgt gccacgtgga 
300 

aaaacaggac accagagccc accagacagt gccggccagc agagaagcag agagccagcg 
360 

ccacacaaca tcaagaaggc cgacaaccag gttggaaacc aagacggagc tcagacccac 
420 

cacatcgccc cagaggcttt tccagcaccc atgatgttcc ggactgacct aaaaactaat 
480 

tgtcgagaag ccaagggtga ggaggcagga agcacctccg gttggaggca cccaggcttg 
540 

ccagccacag agcgccccga agtcaccgtc atcccagccc ctggccttcc tgccgccctc 
600 

cggggccatg gcgctgctgt tcagctcagg cacaggggca cagcagaggt ttgggaagcg 
660 

gtctccccac cggcactggg attggcgggt ccaagcccag caaccggctt cgctccacaa 
720 

cacacaccac acctgggact gtttttaata catagcaaca gactgggtta tttatttaag 
780 

atgtgtattg tgtcatatga agtttaagag acataaatgg cattttgtta tttattaaga 
840 

caaactccaa ttgttctctg gctgtttttt tcagttgtgt ctagcaaaat acttatctgc 
900 

cctttgaaat aaaatgtttt tgtttaaaaa atctcaaaaa aaaaaaaaaa 
950 

<210> 5734 
<211> 82 
<212> PRT 

<213> Homo sapiens 


<400> 5734 


Xaa 

His 

Val 

Val 

lie 

Leu 

Pro 

Gly Asp Gly Gly Ser 

Gly 

Thr 

Ala 

Ala 

1 




5 




10 




15 


He 

Ser 

Phe 

Thr 

Gly 

Ala 

Leu 

Lys 

lie Pro 

Gly Val 

He 

Glu 

Phe 

Ser 




20 





25 



30 



Leu 

Cys 

Leu 

Leu 

Phe 

Ala Lys 

Leu 

Val Ser 

Tyr Thr 

Phe 

Leu 

Phe 

Trp 



35 





40 



45 




Leu 

Pro 

Leu 

Tyr 

lie 

Thr 

Asn 

Val 

Asp His 

Leu Asp 

Ala 

Lys 

Lys 

Ala 


50 





55 



60 





Gly Cys 

Thr 

Gly 

Ser 

Pro 

Asp 

Pro 

Leu Arg 

His Ser 

Ser 

His 

Arg 

Thr 

65 





70 




75 




80 


Ser Lys 


<210> 5735 
<211> 4241 
<212> DNA 

<213 > Homo sapiens 
<400> 5735 
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ctagaattca 

60 

aggcgagcga 

120 

ccccttctcg 

180 

aacaacaacg 

240 

gtgcgcgggg 

300 

acccaagaga 

360 

aactacacaa 

420 

ctcttccctg 

480 

tatattcaca 

540 

attccagtgg 

600 

tttaagaaat 

660 

caagggcaag 

720 

aagtctcacc 

780 

ccaggatcca 

840 

tccaaatccg 

900 

ttaaaacttg 

960 

gagatcgagc 

1020 

atggacatcc 

1080 

gagcaagccc 

1140 

cttgacactt 

1200 

caagctcaac 

1260 

tgccagccac 

1320 

tggccaccta 

1380 

gagattggtt 

1440 

cactgccacc 

1500 

ttatattggc 

1560 

tgtttgcaag 

1620 


gcggccgctg 

gcgggaagac 

ggagtgcgcc 

acatcatcca 

agcgttccta 

ctatgagcag 

aagtggaaca 

gctgcattag 

attttaaact 

agaagctagt 

tctatgatgc 

atgcaattcc 

atgcaaactc 

caccttctcg 

ataaagattt 

cccttgaagg 

tactctgcca 

tgtatgcttc 

acgaacagca 

ccattgtgtg 

agaaaccagt 

tgcgcttggt 

cccgagagat 

ctgctctttt 

acccctcttt 

atttttcaac 

tctaacctct 


aattctagcg 

gcagccacct 

aatgcctggg 

ggataataac 

cagttgggga 

acatgacatc 

gctttgttca 

tttgaagaaa 

tctgcaagca 

gaaaggacgt 

taactacgat 

tcctcctgac 

ccccacagca 

accctcatca 

agaaacgcag 

cgtggaaaag 

agaacacggg 

agaagaacac 

gcccccgcag 

tgggaacgtt 

tgttcccaat 

tcccattttc 

cgtagggtca 

cttcatttct 

ttatcctggt 

ccagtgtcac 

gaacataaat 


agcaggcggc 

tcctcaccag 

ccgacccaaa 

gggaccatca 

atggcggtca 

attgcatggg 

ggagcggcct 

gtaaaatttc 

tcatttaagc 

ttccaggaca 

gggaaggagt 

cctggtgaac 

ggtgcagcta 

gccaaaaggg 

gtcatacagc 

gaaagggatt 

caggaaaatg 

gagggccaca 

caggaagagt 

tcttctggag 

ctgccgttac 

tttgccaagg 

catacatcca 

ttccagaaca 

gtgaaacaat 

tagatgtcac 

ttggtcaaat 


aggcacggtc 

ccagcccaca 

ccctgtcccc 

ttcctttccg 

atgtgtattc 

ttaatgacat 

attgccaatt 

aagcaaagct 

gaatgaacgt 

acctggattt 

atgatcctgt 

agatcttcaa 

aatcaagtcc 

cttcttccag 

ttaatgaaca 

tctactttgg 

atgacctcgt 

cagaagagcc 

actgacccac 

aattggaaca 

catcaacgca 

tgtattagcg 

acttcaccac 

actctttccc 

ggtaatttga 

acacatttgt 

aattggaaca 


cgtgcggagc 

gcggtttgtt 

aaatggcgag 

gaagcacaca 

tacctcgata 

agtatcttta 

catggacatg 

ggaacatgaa 

tgataaggta 

tattcaatgg 

agaggcacga 

cctgccaaaa 

agcagctaaa 

tggctcagca 

ggtacattca 

gaagttgaga 

gcagagacta 

ggaagcagag 

cccggctgct 

tgtgtggccc 

ctgttgcata 

gacggccctc 

ttggctgctt 

accccaacac 

tatatggtat 

ggtgctttga 

aagggaaaca 
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gatacttgat atgaaagcca taatgacggt 
1680 

attttctccc tctactcaca atactaaagg 
1740 

ggcccagcag tgttcctcca tcagcatgtt 
1800 

aaagacattc actcaaggaa aacaccatct 
1860 

cccatgtagc ccatttccca ggttatgctc 
1920 

agccactc cc cgagatgttg ccatcagttt 
1980 

cgggtcttcc tgcetcattc ctcttcctct 
2040 

tcactctagg ggacccctac taaagggtaa 
2100 

tctgcaccat gccacacact tgctgtaagg 
2160 

taattgcgag. ggagaatcat ggttctgcag 
2220 

aaaaatccat gactcccaat atcttctaga 
2280 

ccctccttgt cattgacctt agctaaacca 
2340 

gaattaaaag cattccttat tttttaacta 
2400 

agtctttgcc tctttttttt ctttattttt 
2460 

ctggatcatt catttcacct tggtttctaa 
2520 

ttagcaggtg caacaaaaac aagaaacaaa 
2580 

aagcttaaaa taaatttctg aattatgtat 
2640 

atgaaatatg aattctaaat tctagcattg 
2700 

ataaatcttt tgcagcaaag tgatatttat 
2760 

ttcagattat tacaacacac tgtgcagaat 
2820 

ctttcttctc tctcctgctc actctgcatt 
2880 

cagcctggct ctcggcagtg acgtcctccc 
2940 

tatacccagc atcatgctta acagcgtgtt 
3000 

tctttaaaaa caaaaaatag ctcttgtaaa 
3060 

gcagtggttc ctaggccatt cttcatctgc 
3120 

gtggatcatg accaaactcc tgtcatgtgg 
3180 

atcctgcctt ctccagcaac cccttactgc 
3240 


gacttgtgtc gtgggggaaa acataaggtc 
gaaaaaatgg attcaaagct aggatttcag 
agacaactac acagtatgtt gttagttttg 
caactttgcc cgctcaccat gtcccttgcc 
ttttctttct cagggtcctc tttggtgggc 
tctgcagtcc aaagagggta tggttaggta 
ttgtgtaggt ttcagccaca aaactgtcat 
cttcaggtgt gcagccctga gctccaaggc 
ctagaagtga agaccttatt aataggagca 
tctggtgtag acactggaat aacagcacag 
ataaagaatt ttccctcttt aacacaaggg 
tggcaattca taaatagagg aaacattaat 
atatttgtac attttcttag tctctttcca 
attttttcct ttgacagatg gtatcccttc 
ctttaggttt actttcactt gttatttgac 
tgtgcccacc ccactttccg cttaactgaa 
cctgaagctt tgaaatttct ttattaatcg 
aagcttttca ccaaaagaag tctctccaaa 
tgagttatgt ggaaaagatg gcttgtattt 
tagacagatg ttccgtggtg tttggtttcc 
atagcagcag cttatttctc taaggctgga 
acacctggtc acaagtagta gtggctgtgc 
gcccttctga gcctgttgta ctcactgatc 
aggtcacaat aactctatgc acctgatact 
tctggacatc tcagtcatac ccaatgctca 
atgcacgtga gtgggtagca gggagtcagg 
tgtataactt gcataagcct ccctggtgac 
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tcttgcagga accactccat tgccctccag ctccccagcc ttctcagtta taaacatgct 
3300 

ggccagatct cttagcctgc aaagagaact ttccccagtc accatagacc attctccttc 
3360 

ctgaaggctt ggggcagacc attcgtttat ttagagaaga gctatacatt cttctttctg 
3420 

gtcccatctt aaacgtcttc tgttgtgctg caccccagat ggtgtctcag atgctttggg 
3480 

gaatctttaa cagctgaatt tgagtcagtc ctcttaggct gcacctccag cctctgcaga 
3540 

tcccccctca tttcccatgg atggtgggac cccattattc tctcatctcg gcattcaggg 
3600 

aacagttt cc ttagcggccc ctggtcacat gtcatcgggc tgggcaggaa gcgtccctgg 
3660 

gtgcgtgctc cacttctccc tctcaggaag cccagtttca tccttagtac cccccctcgt 
3720 

gcccgctgtc ggctggttat agcacttcca ctgctactgt cagataggaa gtgatcgaag 
3780 

cagggggcaa agagaaagcc catatttgtt ctaagcagaa aagcaggaaa aaaaaaaaaa 
3840 

aagaaagaaa aacacctgtt gacctgagag aagtaaattc cagaagggaa ccaagaactc 
3900 

ttcccttccc tggtgagtat ttccattatt ccgttaaggt ttaatatgca ttcagattac 
3960 

ttttactaaa taggacacca taaagctttt gttatatatt aaatgtaaac tgaaaggaat 
4020 

gtaaacatat gtattgttaa ttataaatat agataagtaa tgacataata gatgaaaaag 
4080 

tcttattcag atgtatcaca ttcattttac attacccacc tattgtcgca tggtagaata 
4140 

gttttttgtc tctgaatatg tgaataactt gacttgcatt gatcttttta catatttaat 
4200 

aaaaaaaaaa gtatatgtta aaaaaaaaaa aaaaaaaaaa a 
4241 

<210> 5736 
<211> 327 
<212> PRT 

<213> Homo sapiens 


<400> 5736 


Met Pro 

Gly 

Pro 

Thr 

Gin 

Thr 

Leu 

Ser 

Pro 

Asn Gly 

GlU 

Asn 

Asn 

Asn 

1 



5 





10 





15 


Asp lie 

He 

Gin 

Asp 

Asn 

Asn 

Gly 

Thr 

lie 

lie 

Pro 

Phe 

Arg 

Lys 

His 



20 





25 





30 



Thr Val 

Arg 

Gly 

Glu 

Arg 

Ser 

Tyr 

Ser 

Trp 

Gly Met 

Ala 

Val 

Asn 

Val 


35 





40 





45 




Tyr Ser 

Thr 

Ser 

lie 

Thr 

Gin 

Glu 

Thr 

Met 

Ser 

Arg 

His 

Asp 

lie 

lie 

50 





55 





60 





Ala Trp 

Val 

Asn 

Asp 

lie 

Val 

Ser 

Leu 

Asn 

Tyr 

Thr 

Lys 

Val 

Glu 

Gin 

65 




70 





75 





80 

Leu Cys 

Ser 

Gly 

Ala 

Ala 

Tyr 

Cys 

Gin 

Phe 

Met 

Asp 

Met 

Leu 

Phe 

Pro 



85 





90 





95 


Gly Cys 

lie 

Ser 

Leu 

Lys 

Lys 

Val 

Lys 

Phe 

Gin 

Ala 

Lys 

Leu 

Glu 

His 
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100 

Glu Tyr He His 
115 

Asn Val Asp Lys 
130 

Gin Asp Asn Leu 
145 

Asn Tyr Asp Gly 

Asp Ala lie Pro 
180 

Lys Lys Ser His 
195 

Ser Pro Ala Ala 
210 

Lys Arg Ala Ser 
225 

Glu Thr Gin Val 

Ala Leu Glu Gly 
260 

Arg Glu lie Glu 
275 

Leu Val Gin Arg 
290 

Gly His Thr Glu 
305 

Pro Pro Gin Gin 


105 110 


Asn 

Phe 

Lys 

Leu 

Leu 

Gin 

Ala 

Ser 

Phe 

Lys 

Arg 

Met 




120 





125 




Val 

lie 

Pro 

Val 

Glu 

Lys 

Leu 

Val 

Lys 

Gly Arg 

Phe 



135 





140 





Asp 

Phe 

lie 

Gin 

Trp 

Phe 

Lys 

Lys 

Phe 

Tyr Asp Ala 

150 





155 





160 

Lys 

Glu 

Tyr 

Asp 

Pro 

Val 

Glu 

Ala 

Arg 

Gin 

Gly Gin 

165 





170 





175 


Pro 

Pro 

Asp 

Pro 

Gly 

Glu 

Gin 

lie 

Phe 

Asn 

Leu 

Pro 





185 





190 



His 

Ala 

Asn 

Ser 

Pro 

Thr 

Ala Gly 

Ala 

Ala 

Lys 

Ser 




200 





205 




Lys 

Pro 

Gly 

Ser 

Thr 

Pro 

Ser Arg 

Pro 

Ser 

Ser 

Ala 



215 





220 





Ser 

Ser 

Gly 

Ser 

Ala 

Ser 

Lys 

Ser 

Asp 

Lys 

Asp 

Leu 


230 





235 





240 

lie 

Gin 

Leu 

Asn 

Glu 

Gin 

Val 

His 

Ser 

Leu 

Lys 

Leu 

245 





250 





255 


Val 

Glu 

Lys 

Glu 

Arg 

Asp 

Phe 

Tyr 

Phe 

Gly Lys 

Leu 





265 





270 



Leu 

Leu 

Cys 

Gin 

Glu 

His 

Gly Gin 

Glu 

Asn 

Asp 

Asp 




280 





285 




Leu 

Met 

Asp 

lie 

Leu Tyr 

Ala 

Ser 

Glu 

Glu 

His 

Glu 



295 





300 





Glu 

Pro 

Glu 

Ala 

Glu 

Glu 

Gin 

Ala 

His 

Glu 

Gin 

Gin 


310 





315 





320 

Glu 

Glu 

Tyr 










325 













<210> 5737 
<211> 340 
<212 > DNA 

<213> Homo sapiens 
<400> 5737 

ncaccccccc tggatgtggc tcttcggata tgcctttccc acggagccca gagacaaatg 
60 

tgcgtggccc tgggacagct ggaccggcct ccagacctcg cccatgacgg gaggagtctg 
120 

tggctgaaca tcaggggcaa ggaggcggct gcccaatcca tgttccatgt ctccacgcca 
180 

ctgccagtga tgaccggtgg tttcctgatg tacctgagag ggcagctgga gcctcagtgg 
240 

aagatgttgc agtgccatcc tcacctggtg gcttgaaatc ggccaaggtg ggagcattta 
300 

caccgcagaa atgacaccgc acgccagcgc cccgcggccg 
340 


<210> 5738 

<211> 99 

<212> PRT 

<213> Homo sapiens 
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<400> 5738 

Met Leu Pro Pro Trp Pro lie Ser Ser His Gin Val Arg Met Ala Leu 
15 10 15 

Gin His Leu Pro Leu Arg Leu Gin Leu Pro Ser Gin Val His Gin Glu 
20 25 30 

Thr Thr Gly His His Trp Gin Trp Arg Gly Asp Met Glu His Gly Leu 
35 40 45 

Gly Ser Arg Leu Leu Ala Pro Asp Val Gin Pro Gin Thr Pro Pro Val 
50 55 60 

Met Gly Glu Val Trp Arg Pro Val Gin Leu Ser Gin Gly His Ala His 

65 70 75 80 

Leu Ser Leu Gly Ser Val Gly Lys Ala Tyr Pro Lys Ser His lie Gin 

85 90 95 

Gly Gly Xaa 


<210> 5739 
<211> 780 
<212> DNA 

<213 > Homo sapiens • 

<400> 5739 

actttcataa ttgtaacatt gaaatcttta atctggaata tgtactggca taaagagtga 
60 

ggcacataca tggctttact attttccaga gggccaactg cttttactga ataatccatt 
120 

ttactcgtta attggaaaca cctctagcct gtactaaatt tccatattta tttggcccgt 
180 

ttcaaagtcc tctattctct gctcatctgt ccacatctaa gtgctttaac tattgtggct 
240 

ttataaaata ttccaatatc ccataggacc ttatccttag tacttcctat tttaaagttt 
300 

tccttgcaga caggtacttt aaataccatc tcacagcacc catcatgtcc tatcttcagg 
360 

aaataaaatc tctgggtatt tccaagggaa gtgaaggact gacaccatga ttagaaagca 
420 

gagccagcac catggcccgt ccctgagcat gtccagcaaa ccctgccagg ctctgcagct 
480 

cctgagcacc ctgccttcgg gtctgccagt gtgtgggggc cagaagagaa aaacaaccca 
540 

gggggaatgc ctccttcccc cagcaggaaa gcagcttggt catcatctgt ctgaaagcag 
600 

gtgctgcagc agctggcaac aaagccactc tgaaaggagc tgtgtgcact gcctgtctgg 
660 

aaggccatgc cagagtccat cgttgcctcc accctacctg tgcaggaaac ctggacatca 
720 

ccacttcaag gccctacctt cctttctggg cagagcccaa ccacaataaa caggacgcgt 
780 

<210> 5740 

< 211 > 120 

<212> PRT 

<213 > Homo sapiens 
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<4 00> 5740 


Met 

lie 

Arg 

Lys 

Gin 

Ser 

Gin 

His 

His 

Gly 

Pro 

Ser 

Leu 

Ser 

Met 

Ser 

1 




5 





10 





15 


Ser Lys 

Pro 

Cys 

Gin 

Ala 

Leu 

Gin 

Leu 

Leu 

Ser 

Thr 

Leu 

Pro 

Ser 

Gly 




20 





25 





30 



Leu 

Pro 

Val 

Cys 

Gly 

Gly 

Gin 

Lys 

Arg 

Lys 

Thr 

Thr 

Gin 

Gly 

Glu 

Cys 



35 





40 





45 




Leu 

Leu 

Pro 

Pro 

Ala 

Gly 

Lys 

Gin 

Leu 

Gly 

His 

His 

Leu 

Ser 

Glu 

Ser 


50 





55 





60 





Arg 

Cys 

Cys 

Ser 

Ser 

Trp 

Gin 

Gin 

Ser 

His 

Ser 

Glu 

Arg 

Ser 

Cys 

Val 

65 





70 





75 





80 

His 

Cys 

Leii 

Ser 

Gly 

Arg 

Pro 

Cys 

Gin 

Ser 

Pro 

Ser 

Leu 

Pro 

Pro 

Pro 





85 





90 





95 


Tyr 

Leu 

Cys 

Arg 

Lys 

Pro 

Gly 

His 

His 

His 

Phe 

Lys 

Ala 

Leu 

Pro 

Ser 




100 





105 





110 



Phe 

Leu 

Gly 

Arg 

Ala 

Gin 

Pro 

Gin 











115 





120 










<210> 5741 

<211> 2444 

<212> DNA 

<213> Homo sapiens 

<400> 5741 

ggcggctgct gctccgggcc tgggcacagc aagcggcgac gtcaagctcc cggggttggc 
60 

gcggttggcg ggggcagtcc cgagcgtgag gaggtcggcg caggctacaa cagtgaggac 
120 

gagtatgagg cggctgcagc acgcatcgag gctatggacc ctgccactgt cgagcagcag 
180 

gagcattggt ttgaaaaggc cctacgagac aagaagggct tcatcatcaa gcagatgaag 
240 

gaggatggcg cctgtctctt ccgggctgta gctgaccagg tgtatggaga ccaggacatg 
300 

catgaggttg tgcgaaagca ttgcatggac tatctgatga agaatgccga ctacttctcc 
360 

aactatgtca cagaggactt taccacctac attaacagga agcggaaaaa caattgccat 
420 

ggcaaccaca ttgagatgca ggccatggca gagatgtaca accgtcctgt ggaggtgtac 
480 

cagtacagca cagaacccat caacacattc catgggatac atcaaaacga ggacgaaccc 
540 

attcgtgtta gctaccatcg gaatatccac tataattcag tggtgaatcc taacaaggcc 
600 

accattggtg tggggctggg cctgccatca ttcaaaccag ggtttgcaga gcagtctctg 
660 

atgaagaatg ccataaaaac atcggaggag tcatggattg aacagcagat gctagaagac 
720 

aagaaacggg ccacagactg ggaggccaca aatgaagcca tcgaggagca ggtggctcgg 
780 

gaatcctacc tgcagtggtt gcgggatcag gagaaacagg ctcgccaggt ccgaggcccc 
840 

agccagcccc ggaaagccag cgccacatgc agttcggcca cagcagcagc ctccagtggc 
900 
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ctggaggagt ggactagccg 
960 

cctgagctgc atgctgaatt 
1020 

gccaaacctc cttcgccctg 
1080 

cgggcaactt ccccccttgt 
1140 

cagatgtccc cctctgcctt 
1200 

gtgctggcag tgtcccaaca 
1260 

gacccgcccc cagacaagag 
1320 

agtactcctg ctctccggtg 
1380 

tgttctttct gctctcccct 
1440 

tgcactctct ctcattgccg 
1500 

gttgcccccC accccatccc 
1560 

gggtgccgaa gatagacaag 
1620 

agaggagaga gacattcaga 
1680 

gaaaaacttg ccgccacccc 
1740 

atttcccttc ccagtacccc 
1800 

taaaattact tttatcttat 
1860 

ctctgtgaag gtggcatctt 
1920 

gatatgggtt gctgtcttct 
1980 

tgcactgggc aagggcaggg 
2040 

ttgctgcatt ccttttgctt 
2100 

atctttgggg attatggctg 
2160 

ggcagatggg gcacccgtgc 
2220 

ggcacaataa aaccaaatgt 
2280 

tgggcgggcc tctgggcaga 
2340 

gaatgctctc cagcagggtc 
2400 

taaacctcct tctggaccta 
2444 

<210> 5742 


gtccccgcgg cagcggagtt 
gggcatgaag cccccttccc 
tgcgccaggt acaagcagtc 
gtccctctac cctgctttgg 
tggtctgaat gactgggatg 
ggaataccta gacagtatga 
ttgatggaga cccagggatt 
ccacctcacc ttctttggct 
cttttccctc ctcctcactt 
ctgccactat cacctgtctc 
gcacagaacc atccctgcat 
aggcacacag agacagacca 
cagaggaaag tctccctgcc 
ccgacactga tgccagggag 
caagaacgtc tgagccttca 
aaaatcaact aatcaaaaat 
tctgggcagg caggccatgg 
ggcctccagc tgcatggagg 
cggcaggtgt caggccggct 
ccaccaccac tagcttcttt 
ccacccggga tttgagtgta 
cctgcaggtg ttgacaagat 
cagtttccct gagcgactct 
ggatgcaatg gcacggacct 
tgtctggggg cctggagttt 
ttgccactgg aaaaaaaaaa 


cagcctcgtc acctgagcac 
caggcactgt tttagctctt 
agttctcggc aggggccgac 
agtgccgggc cctcattcag 
atgatgagat cctagcttcg 
agaaaaacaa agtgcacaga 
ggacaccatc tcccaacccc 
tcttccctct tgcctccttc 
ccctctggct agcccacccc 
tctgccagct gatgtgccct 
tccacagggg actcgggcaa 
actggcagcc aggcagcccc 
cctcattcct tccaagatga 
gtgggaggaa gaagtgggaa 
atgttgaatt ttttctttat 
gatatagacg acagcactgg 
ggcatggagg agggtgcaaa 
ccggcccagg gtctagggtg 
tggacaatga aaccctgacc 
ggaatcttgg ggtgggggtc 
gggagtgtgg gagcagcctt 
ccgccatctg taatgtcctt 
gttctgtgtg gggcaggggt 
tggcttgacc tcagaggtgt 
gtatttgatt tgctgcttat 
aaaa 
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<211> 427 
<212> PRT 

<213> Homo sapiens 
<400> 5742 

Gly Gly Cys Cys Ser Gly Pro Gly 
1 5 

pro Gly Val Gly Ala Val Gly Gly 
20 

Gly Ala Gly Tyr Asn Ser Glu Asp 
35 40 

lie Glu Ala Met Asp Pro Ala Thr 
50 55 

Glu Lys Ala Leu Arg Asp Lys Lys 
65 70 

Glu Asp Gly Ala Cys Leu Phe Arg 
85 

Asp Gin Asp Met His Glu Val Val 
100 

Met Lys Asn Ala Asp Tyr Phe Ser 
115 120 

Thr Tyr He Asn Arg Lys Arg Lys 
130 135 

Glu Met Gin Ala Met Ala Glu Met 
145 150 

Gin Tyr Ser Thr Glu Pro lie Asn 
165 

Glu Asp Glu Pro lie Arg Val Ser 
180 

Ser Val Val Asn Pro Asn Lys Ala 
195 200 

Pro Ser Phe Lys Pro Gly Phe Ala 
210 215 

lie Lys Thr Ser Glu Glu Ser Trp 
225 230 

Lys Lys Arg Ala Thr Asp Trp Glu 
245 

Gin Val Ala Arg Glu Ser Tyr Leu 
260 

Gin Ala Arg Gin Val Arg Gly Pro 
275 280 

Thr Cys Ser Ser Ala Thr Ala Ala 
.290 295 

Thr Ser Arg Ser Pro Arg Gin Arg 
305 310 

Pro Glu Leu His Ala Glu Leu Gly 
325 

Val Leu Ala Leu Ala Lys Pro Pro 
340 

Ser Gin Phe Ser Ala Gly Ala Asp 
355 360 

Leu Tyr Pro Ala Leu Glu Cys Arg 
370 375 

Ser Ala Phe Gly Leu Asn Asp Trp 


His Ser Lys Arg Arg Arg Gin Ala 
10 15 

Gly Ser Pro Glu Arg Glu Glu Val 
25 30 

Glu Tyr Glu Ala Ala Ala Ala Arg 
45 

Val Glu Gin Gin Glu His Trp Phe 
60 

Gly Phe lie lie Lys Gin Met Lys 
75 80 

Ala Val Ala Asp Gin Val Tyr Gly 
90 95 

Arg Lys His Cys Met Asp Tyr Leu 
105 110 

Asn Tyr Val Thr Glu Asp Phe Thr 
125 

Asn Asn Cys His Gly Asn His lie 
140 

Tyr Asn Arg Pro Val Glu Val Tyr 
155 160 

Thr Phe His Gly lie His Gin Asn 
170 175 

Tyr His Arg Asn lie His Tyr Asn 
185 190 

Thr lie Gly Val Gly Leu Gly Leu 
205 

Glu Gin Ser Leu Met Lys Asn Ala 
220 

lie Glu Gin Gin Met Leu Glu Asp 
235 240 

Ala Thr Asn Glu Ala lie Glu Glu 
250 255 

Gin Trp Leu Arg Asp Gin Glu Lys 
265 270 

Ser Gin Pro Arg Lys Ala Ser Ala 
285 

Ala Ser Ser Gly Leu Glu Glu Trp 
300 

Ser Ser Ala Ser Ser Pro Glu His 
315 320 

Met Lys Pro Pro Ser Pro Gly Thr 
330 335 

Ser Pro Cys Ala Pro Gly Thr Ser 
345 350 

Arg Ala Thr Ser Pro Leu Val Ser 
365 

Ala Leu lie Gin Gin Met Ser Pro 
380 

Asp Asp Asp Glu lie Leu Ala Ser 
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385 390 395 400 

Val Leu Ala Val Ser Gin Gin Glu Tyr Leu Asp Ser Met Lys Lys Asn 
405 410 415 

Lys Val His Arg Asp Pro Pro Pro Asp Lys Ser 
420 425 

<210> 5743 

<211> 550 

<212> DNA 

<213> Homo sapiens 

<400> 5743 

nngcgccaga ctcatttgcc ccgcaggtag atcttggggg tctgccagcc cttcgggggc 
60 

ttcctttagc cccgccttca gccagatgcg cctcaggtct ttctcgaact tgatctgctt 
120 

gcgtctcagg cgtccctcct ggaccttccc ctatctggct gggcggacac tggtaggatt 
180 

gcggtggagc cacatgtcct gcggtcccgg tatccagtct gggcaggaag cagcgggccg 
240 

tgagccagct ctccaggggg ctgacggaca tcttcctggg gaccagcatc tcctccagct 
300 

ccagctgggc ccccttgcga gggagagagg ccgccctacc tgggccggcc ggcgatgtgc 
360 

tgtaaagggg cccgcagacc cggctgccca actccagaga cgggccaagg cgggcggccg 
420 

ccgaaaggtc ccagaacggg gaggccggcc ccctccccgg gttcaccccc gcgcgaatcg 
480 

cgttgcctgg cgcccnngga ccctctcggc tggaccccgg gcccgcctgc cgcagcgccc 
540 

ggcgccctca 

550 

<210> 5744 

<211> 95 

<212> PRT 

<213> Homo sapiens 

<400> 5744 


Arg Thr 

Ser 

Ser 

Trp 

Gly 

Pro 

Ala 

Ser 

Pro 

Pro 

Ala 

Pro 

Ala 

Gly 

Pro 

1 



5 





10 





15 


Pro Cys 

Glu 

Gly 

Glu 

Arg 

Pro 

Pro 

Tyr 

Leu 

Gly 

Arg 

Pro 

Ala 

Met 

Cys 



20 





25 





30 



Cys Lys 

Gly 

Ala 

Arg 

Arg 

Pro 

Gly 

Cys 

Pro 

Thr 

Pro 

Glu 

Thr 

Gly 

Gin 


35 





40 





45 




Gly Gly 

Arg 

Pro 

Pro 

Lys 

Gly 

Pro 

Arg 

Thr 

Gly 

Arg 

Pro 

Ala 

Pro 

Ser 

50 





55 





60 





Pro Gly 

Ser 

Pro 

Pro 

Arg 

Glu 

Ser 

Arg 

Cys 

Leu 

Ala 

Pro 

Xaa 

Asp 

Pro 

65 




70 





75 





80 

Leu Gly 

Trp 

Thr 

Pro 

Gly Pro 

Pro 

Ala 

Ala 

Ala 

Pro 

Gly 

Ala 

Leu 





85 





90 





95 



<210> 5745 
<211> 849 
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<212> DNA 

<213> Homo sapiens 

<400> 5745 

aaagtttttt tttttttctg cttcaggcac 
60 

cgataaaaaa caccagggca cggacactcc 
120 

aggaagtgat gcagggcagg taaacagctg 
180 

gccgttctgc agggtgacgc cctccccgta 
240 

ggccacagca gaatgcacag gtcactgttg 
300 

acctgatagt gaaatgtaaa cagacaggac 
360 

gcccttcccg tgattgatct gagagcttca 
420 

aacactggaa caccaggtct ctcagatgcc 
480 

agcatcagct tttgggtgac aaaccccata 
540 

cccccagctg acagtgagac caggacccta 
600 

tctccaaccg agcagagcct ggggttgggc 
660 

tggaggaagc aaactcccaa atggggcaca 
720 

ggatggggtc ggggccactt ggccgacacc 
780 

ctctcgccac aggatggagg gtgactgtgc 
840 

gtcccatgg 

849 

<210> 5746 
<211> 140 
<212 > PRT 

<213 > Homo sapiens 


<400 > 5746 


Met 

Thr 

Ser 

Pro 

Pro 

Pro 

ASp 

Leu 

1 




5 




Ala Gly 

Gly 

Pro 

Leu 

Cys 

val 

Phe 




20 





Val 

Thr 

Gin 

Lys 

Leu 

Met 

Leu 

Arg 



35 





40 

Arg 

Ala 

Ser 

Glu 

Arg 

Pro Gly 

Val 


50 





55 


Ser 

Ala 

Ala 

Gly 

Cys 

Glu 

Ala 

Leu 

65 





70 



Arg 

Trp 

Trp 

Pro 

Pro 

Gly Thr 

Thr 





85 




Tyr 

Gin 

Val 

Phe 

Ser 

Gly His 

Tyr 


acggggaacc acgcgtttta atcaacgtat 
aggggaaatg cttattgagt aaagtatccg 
gtgctcagca gcgagaggac gcgtcactct 
cctcgctgag agccacctgc agacacagca 
taggggaaca aatcgtaatg cccagagaaa 
agggtggttc caggtggcca ccaccgccag 
cagccggcgg cactgggacc catttccaga 
cgcgggaggg gccccaggga ggcctttctc 
cagcaaaact gtacaaatac acacaacgga 
ggaaggtcag gtggtggtga agtcatcccc 
tctgatgacc tcccgggcaa agtgtccagg 
aaggtaataa aaagcagctg agagattgcg 
ttctgcctcg cctggccggg ccgggccagc 
accctgctcc atgtacagga cgggttgagg 


Pro 

Arg 

10 

Val 

Leu 

Val 

Ser 

Leu 

15 

Ser 

Val 

25 

Gin 

Phe 

Cys 

Cys 

Met 

30 

Gly 

Phe 

Lys 

Ala 

Ser 

Leu 

Gly 

45 

Pro 

Leu 

Pro 

Pro 

Val 

Phe 

Leu 

60 

Glu 

Met 

Gly 

Pro 

Arg 

Ser 

He 

75 

Thr 

Gly 

Arg 

Ala 

Trp 

80 

Leu 

Ser 

90 

Cys 

Leu 

Phe 

Thr 

Phe 

95 

His 

Asp 

Leu 

Phe 

Pro 

Tyr 

Asn 

Ser 

Asp 
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Leu Cys lie 
115 

Gly Thr Gly 
130 

<210> 5747 
<211> 1999 
<212> DNA 
<213 > Homo sapiens 

<400> 5747 

nccatggccc agtccggcgg ggaggctcgg cccgggccca agacggcggt gcagatccgc 
60 

gtcgccatcc aggaggccga ggacgtggac gagttggagg acgaggagga gggggcggag 
120 

actcggggcg ccggggaccc ggcccggtac ctcagccccg gctggggcag cgcgagcgag 
180 

gaggagccga gccgcgggca cagtggcacc actgcaagtg gaggtgagaa cgagcgtgag 
240 

gacctggagc aggagtggaa gcccccggat gaggagttga tcaagaaact ggtggatcag 
300 

atcgaattct acttttctga tgaaaacctg gagaaggacg cctttttgct aaaacacgtg 
360 

aggaggaaca agctgggata tgtgagcgtt aagctactca catccttcaa aaaggtgaaa 
420 

catcttacac gggactggag aaccacagca catgctttga agtattcagt ggtccttgag 
480 

ttgaatgagg accaccggaa ggtgaggagg accacccccg tcccactgtt ccccaacgag 
540 

aacctcccca gcaagatgct cctggtctat gatctctact tgtctcctaa gctgtgggct 
600 

ctggccaccc cccagaagaa tggaagggtg caagagaagg tgatggaaca cctgctcaag 
660 

cttttcggga cttttggagt catctcatca gtgcggatcc tcaaacctgg gagagagctg 
720 

ccccctgaca tccggaggat cagcagccgc tacagccaag tggggaccca ggagtgtgcc 
780 

atcgtggagt tcgaggaggt ggaagcagcc atcaaagccc atgagttcat gatcacagaa 
840 

tctcagggca aagagaacat gaaagctgtc ctgattggta tgaagccacc caaaaagaaa 
900 

cctgccaaag acaaaaatca tgacgaggag cccactgcga gcatccacct gaacaagtcc 
960 

ctgaacaaga gagtcgagga gcttcagtac atgggtgatg agtcttctgc caacagctcc 
1020 

tctgaccccg agagcaaccc cacatcccct atggcgggcc gacggcacgc ggccaccaac 
1080 

aagctcagcc cgtctggcca ccagaatctc tttctgagtc caaatgcctc cccgtgcaca 
1140 

agtccttgga gcagcccctt ggcccaacgc aaaggcgttt ccagaaagtc cccactggcg 
1200 

gaggaaggta gactgaactg cagcaccagc cctgagatct tccgcaagtg tatggattat 
1260 


100 105 110 

Leu Leu Trp Pro Ala Val Ser Ala Gly Gly Ser Gin Arg 
.120 125 

Arg Ala Ser Pro Cys Arg Thr Ala Glu 
135 140 
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tcctctgaca gcagcgtcac tccctctggc agcccctggg tccggaggcg tcgccaagcc 
1320 

gagatgggga cccaggagaa aagccccggt acgagtcccc tgctctcccg gaagatgcag 
1380 

actgcagatg ggctacccgt aggggtgctg aggttgccca ggggtcctga caacaccaga 
1440 

ggatttcatg gccatgagag gagcagggcc tgtgtataaa taccttctat ttttaataca 
1500 

agctccactg aaaaccacct tcgttttcaa ggttctgaca aacacctggc atgacagaat 
1560 

ggaattcgtt cccctttgag agatttttta ttcatgtaga cctcttaatt tatctatctg 
1620 

taatatacat aaatcggtac gccatggttt gaagaccacc ttctagttca ggactcctgt 
1680 

tcttcccagc atggccacta ttttgatgat ggctgatgtg tgtgagtgtg atggccctga 
1740 

agggctgtag gacggaggtt ccctggggga agtctgttct ttggtatgga atttttctct 
1800 

cttctttggt atggaatttt tcccttcagt gactgagctg tcctcgatag gccatgcaag 
1860 

ggcttcctga gagttcagga aagttctctt gtgcaacagc aagtagctaa gcctatagca 
1920 

tggtgtcrttg taggaccaaa tcgatgttac ctgtcaagta aataaataat aaaacaccca 
1980 

aaaaaaaaaa aaaaaaaaa 
1999 

<210> 5748 

<2 11> 492 

<212> PRT 

<213 > Homo sapiens 

<400> 5748 

Xaa Met Ala Gin Ser Gly Gly Glu Ala Arg Pro Gly Pro Lys Thr Ala 
15 10 15 

Val Gin He Arg Val Ala lie Gin Glu Ala Glu Asp Val Asp Glu Leu 
20 25 30 

Glu Asp Glu Glu Glu Gly Ala Glu Thr Arg Gly Ala Gly Asp Pro Ala 
35 40 45 

Arg Tyr Leu Ser Pro Gly Trp Gly Ser Ala Ser Glu Glu Glu Pro Ser 
50 55 60 

Arg Gly His Ser Gly Thr Thr Ala Ser Gly Gly Glu Asn Glu Arg Glu 

65 70 75 80 

Asp Leu Glu Gin Glu Trp Lys Pro Pro Asp Glu Glu Leu lie Lys Lys 

85 50 95 

Leu Val Asp Gin lie Glu Phe Tyr Phe Ser Asp Glu Asn Leu Glu Lys 
100 105 HO 

Asp Ala Phe Leu Leu Lys His Val Arg Arg Asn Lys Leu Gly Tyr Val 
115 120 125 

Ser Val Lys Leu Leu Thr Ser Phe Lys Lys Val Lys His Leu Thr Arg 
130 135 140 

Asp Trp Arg Thr Thr Ala His Ala Leu Lys Tyr Ser Val Val Leu Glu 

145 150 155 160 

Leu Asn Glu Asp His Arg Lys Val Arg Arg Thr Thr Pro Val Pro Leu 
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165 





170 





175 


Phe 

Pro 

Asn 

Glu 

Asn 

Leu 

Pro 

Ser 

Lys 

Met 

Leu 

Leu 

Val 

Tyr 

Asp 

Leu 




180 





185 





190 



Tyr 

Leu 

Ser 

Pro 

Lys 

Leu 

Trp 

Ala 

Leu 

Ala 

Thr 

Pro 

Gin 

Lys 

Asn Gly 


195 





200 





205 




Arg 

Val 

Gin 

Glu 

Lys 

Val 

Met 

Glu 

His 

Leu 

Leu 

Lys 

Leu 

Phe 

Gly Thr 

210 





215 





220 





Phe Gly 

Val 

He 

Ser 

Ser 

Val 

Arg 

lie 

Leu 

Lys 

Pro 

Gly 

Arg 

Glu 

Leu 

225 





230 





235 





240 

Pro 

Pro 

Asp 

lie 

Arg 

Arg 

lie 

Ser 

Ser 

Arg 

Tyr 

Ser 

Gin 

Val 

Gly Thr 





245 





250 





255 


Gin 

Glu 

Cys 

Ala 

lie 

Val 

Glu 

Phe 

Glu 

Glu 

Val 

Glu 

Ala 

Ala 

lie 

Lys 



260 





265 





270 



Ala 

His 

Glu 

Phe 

Met 

lie 

Thr 

Glu 

Ser 

Gin 

Gly Lys 

Glu 

Asn 

Met 

Lys 



275 





280 





285 




Ala 

Val 

Leu 

lie 

Gly 

Met 

Lys 

Pro 

Pro 

Lys 

Lys 

Lys 

Pro 

Ala 

Lys Asp 


290 





295 





300 





Lys Asn 

His 

Asp 

Glu 

Glu 

Pro 

Thr 

Ala 

Ser 

lie 

His 

Leu 

Asn 

Lys 

Ser 

305 





310 





315 





320 

Leu 

Asn 

Lys 

Arg 

Val 

Glu 

Glu 

Leu 

Gin Tyr 

Met 

Gly 

Asp 

Glu 

Ser 

Ser 





325 





330 





335 


Ala 

Asn 

Ser 

Ser 

Ser 

Asp 

Pro 

Glu 

Ser 

Asn 

Pro 

Thr 

Ser 

Pro 

Met 

Ala 




340 





345 





350 



Gly Arg 

Arg 

His 

Ala 

Ala 

Thr 

Asn 

Lys 

Leu 

Ser 

Pro 

Ser 

Gly His 

Gin 



355 





360 





365 




Asn 

Leu 

Phe 

Leu 

Ser 

Pro 

Asn 

Ala 

Ser 

Pro 

Cys 

Thr 

Ser 

Pro 

Trp 

Ser 


370 





375 





380 





Ser 

Pro 

Leu 

Ala 

Gin 

Arg 

Lys 

Gly 

Val 

Ser 

Arg 

Lys 

Ser 

Pro 

Leu 

Ala 

385 





390 





395 





400 

Glu 

Glu 

Gly Arg 

Leu 

Asn 

Cys 

Ser 

Thr 

Ser 

Pro 

Glu 

lie 

Phe 

Arg 

Lys 





405 





410 





415 


Cys 

Met 

Asp 

Tyr 

Ser 

Ser 

Asp 

Ser 

Ser 

Val 

Thr 

Pro 

Ser 

Gly Ser 

Pro 



420 





425 





430 



Trp 

Val 

Arg 

Arg 

Arg 

Arg 

Gin 

Ala 

Glu 

Met 

Gly Thr 

Gin 

Glu 

Lys 

Ser 



435 





440 





445 




Pro Gly 

Thr 

Ser 

Pro 

Leu 

Leu 

Ser 

Arg Lys 

Met 

Gin 

Thr 

Ala Asp Gly 


450 





455 





460 





Leu 

Pro 

Val Gly 

Val 

Leu 

Arg 

Leu 

Pro Arg 

Gly 

Pro 

Asp 

Asn 

Thr Arg 

465 





470 





475 





480 

Gly Phe 

His 

Gly 

His 

Glu 

Arg 

Ser 

Arg Ala 

Cys 

Val 









485 





490 








<210> 5749 
<211> 2849 
<212> DNA 

<213> Homo sapiens 
<400> 5749 

gggtgagacg gtgggttgta tggagagaat gtgactgtac atttttataa gcaggactaa 
60 

cccaggaaag aggaaaaaat acatttaaca gtgaagaggc aacacagagc tccctattgt 
120 

gaaataaaac ccatttcaaa agttattgga aagaaagtaa ggtatggctc ttatgggtta 
180 
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actagtggta gtcagtttct 
240 

cactggtggg aggctgagcc 
300 

atgtcgttac gtgtacacac 
360 

agggagctgc tgtgtttgct 
420 

tgccccaccg cttgcatctg 
480 

aaggtgcctg ggaacctttt 
540 

gggcttctgg attctgagtg 
600 

cgtcataaca acatcaccag 
660 

tgtcttgact tatcgtccaa 
720 

aaggttctgg aagtgcttct 
780 

tttggagggc tctcccagtt 
840 

ccgatggatt tgtatgttgg 
900 

tataaccgaa ttccttccat 
960 

agaggcatct accttcatgg 
1020 

gtcttttggt atcgtaggca 
108.0 

cgcctgtggt ctgactccag 
1140 

aattgctctg acagcatcat 
1200 

caggtcgggg aaagactgat 
1260 

ttcatctggg tgggtccaga 
1320 

tacgtgtttc acaatggaag 
1380 

tattcttgta tcgcaatgaa 
1440 

aatgtgagca atttcactgt 
1500 

accactcttg ctgcttgcgt 
1560 

ccatgcccct gcaagtgtaa 
1620 

cattcatcga ttctcagtcc 
1680 

ggtgcaggta aaagagtggt 
1740 

gggaaagtca ggctctttcc 
1800 


gctttttact ccctctgaat 
ggtggaaaag acaccgggaa 
tctgcccacc ctgcttggag 
gatgatcaca gtgactgtgg 
tgccactgac atcgtcagct 
cagactgatt aagagactgg 
gattccagta tcgtttgcaa 
catttccacg ggcagttttt 
taagctgaag acggtgaaaa 
gctttacaac aatcacatat 
gcagaaactc tacttaagtg 
aaggttcaag ctggcagaac 
gccaatgcac cacataaatt 
aaacccattt gtctgtgact 
ctttagctca gtgatggatt 
gcactcgcgt caggtacttc 
caatggttcc tttcgtgcgc 
ggtccactgt gacagcaaga 
taacagactg ctagagccgg 
tctggttata gaaagccctc 
taagcaacgc ctgttaaatg 
aagcagatcc catgctcatg 
ggccagtatc gttttggtac 
aaccaagaga cagaaaaata 
tggccccgct agtgatgcct 
gtttttggaa ccc ctgaagg 
cagcgaggca gtgatagctg 


tattaattgt ttgccaggtt 
gagactcaga ggcgaccata 
ccgtcgtcag accgggctgc 
gccctggtgc ctctggggtg 
gcaccaacaa aaacctgtcc 
acctgagtta taacagaatt 
agctgaacac cctaattctt 
ccacaactcc aaatttgaag 
atgctgtatt ccaagagttg 
cctatctcga tccttcagcg 
gaaattttct cacacagttt 
tgatgttttt agatgtttct 
tagtgccagg aaaacagctg 
gttccctgta ctccttgctg 
ttaagaacga ttacacctgt 
tgctccagga tagctttatg 
ttggctttat tcatgaggct 
caggtaatgc aaatacggat 
ataaagagat ggaaaacttt 
gttttgagga tgctggagtg 
aaactgtgga cgtcacaata 
aggcatttaa cacagctttt 
ttttgtacct ctatctgact 
tgctacacca aagcaatgcc 
ccgctgatga acggaaggca 
atactgcagc agggcagaac 
agggcatcct aaagtccacg 
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agggggaaat ctgactcaga ttcagtcaat 
1860 

tccacttaat ttgtgcctat atttgtatga 
1920 

ttgtgtgtgg tctgcaaaat aaacagcagg 
1980 

tacaaccaaa ttctcttaaa atgattggta 
2040 

atgtgccata gaaagatggg gttgttttcc 
2100 

gcttttagca ctattggtaa tttcagagta 
2160 

ctttatttag gatattgaaa gaaaaaataa 
2220 

actttgctaa cttactagta ccagagttat 
2280 

tttttaaaag atgtagaaag aagaatcaag 
2340 

ttagatttgg gggttattca gccaaaatta 
2400 

tgataaaatg tactggataa tgccacatcc 
2460 

agtacatttg tttgcctgtc ttttcatttt 
2520 

aaaagatctc attgaaaatt taaagtcatc 
2580 

aataccaaaa tgtctgagta acttcttaaa 
2640 

tgtgcttgtg tatatgtaaa tcttaaatta 
2700 

gtgctttgga catttgaatt aatgtaaata 
2760 

atttggctat ttaaaaacat aaatctaaaa 
2820 

tataaagcac cactgatagc aaaaaaaaa 
2849 

<210> 5750 

<211> 522 

<2 12> PRT 

<213 > Homo sapiens 

<400> 5750 

Met Ser Leu Arg Val His Thr Leu 
1 5 

Arg Pro Gly Cys Arg Glu Leu Leu 
20 

Val Gly Pro Gly Ala Ser Gly Val 
35 40 

Thr Asp He Val Ser Cys Thr Asn 
50 55 

Asn Leu Phe Arg Leu lie Lys Arg 
65 70 

Gly Leu Leu Asp Ser Glu Trp lie 


tcagtgtttt ctgacacacc ttttgtggcg 
tgtcataatt taatctgttc atatttaact 
acagaaattg tgttgttttg ttctttgaaa 
ggaaatgagg taaagtactt cagttcctca 
aaagtttaag ttctagatca caatatctta 
ggcccaaagg tgatatgact cccattgtcc 
actttatgta ttagtgtcct ttaaaaatag 
tttaaagaaa aacactagtg tccaatttca 
catcaattaa ttataaagcc taaagcaaag 
ccgttttaga ccagaatgaa tagactacac 
tatatggtgt tatagaaata gtgcaaggaa 
gtacattctt cccattctgt attcttgtac 
ataatttgtt gccataaata tgtaagtgtc 
tccctgttct agcaaactaa tattggttca 
tgtgaactat taaatagacc ctactgtact 
tatgtaatct gtgacttgat attttgtttt 
tgtcttatgt tatcagatta tgctattttg 


Pro Thr Leu Leu Gly Ala Val Val 
10 15 

Cys Leu Leu Met lie Thr Val Thr 
25 30 

Cys Pro Thr Ala Cys lie Cys Ala 
45 

Lys Asn Leu Ser Lys Val Pro Gly 
60 

Leu Asp Leu Ser Tyr Asn Arg lie 
75 80 

Pro Val Ser Phe Ala Lys Leu Asn 
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85 

Thr Leu lie Leu Arg His Asn Asn 
100 

Phe Ser Thr Thr Pro Asn Leu Lys 
115 120 
Leu Lys Thr Val Lys Asn Ala Val 
130 135 

Val Leu Leu Leu Tyr Asn Asn His 
145 150 

Phe Gly Gly Leu Ser Gin Leu Gin 
165 

Leu Thr Gin Phe Pro Met Asp Leu 
180 

Glu Leu Met Phe Leu Asp Val Ser 
195 200 

Met His His He Asn Leu Val Pro 
210 215 

Leu His Gly Asn Pro Phe Val Cys 
225 230 

Val Phe Trp Tyr Arg Arg His Phe 
245 

Asp Tyr Thr Cys Arg Leu Trp Ser 
260 

Leu Leu Leu Gin Asp Ser Phe Met 
275 280 

Gly Ser Phe Arg Ala Leu Gly Phe 
290 295 

Arg Leu Met Val His Cys Asp Ser 
305 310 

Phe lie Trp Val Gly Pro Asp Asn 
325 

Met Glu Asn Phe Tyr Val Phe His 
340 

Pro Arg Phe Glu Asp Ala Gly Val 
355 360 

Gin Arg Leu Leu Asn Glu Thr Val 
370 375 

Phe Thr Val Ser Arg Ser His Ala 
385 390 

Thr Thr Leu Ala Ala Cys Val Ala 
405 

Leu Tyr Leu Thr Pro Cys Pro Cys 
420 

Asn Met Leu His Gin Ser Asn Ala 
435 440 

Pro Ala Ser Asp Ala Ser Ala Asp 
450 455 

Arg Val Val Phe Leu Glu Pro Leu 
465 470 

Gly Lys Val Arg Leu Phe Pro Ser 
485 

Leu Lys Ser Thr Arg Gly Lys Ser 
500 

Phe Ser Asp Thr Pro Phe Val Ala 


90 95 

lie Thr Ser lie Ser Thr Gly Ser 
105 HO 

Cys Leu Asp Leu Ser Ser Asn Lys 
125 

Phe Gin Glu Leu Lys Val Leu Glu 
140 

lie Ser Tyr Leu Asp Pro Ser Ala 
155 160 

Lys Leu Tyr Leu Ser Gly Asn Phe 
170 175 

Tyr Val Gly Arg Phe Lys Leu Ala 
185 190 

Tyr Asn Arg lie Pro Ser Met Pro 
205 

Gly Lys Gin Leu Arg Gly lie Tyr 
220 

Asp Cys Ser Leu Tyr Ser Leu Leu 
235 240 

Ser Ser Val Met Asp Phe Lys Asn 
250 255 

Asp Ser Arg His Ser Arg Gin Val 
265 270 

Asn Cys Ser Asp Ser lie lie Asn 
285 

lie His Glu Ala Gin Val Gly Glu 
300 

Lys Thr Gly Asn Ala Asn Thr Asp 
315 320 

Arg Leu Leu Glu Pro Asp Lys Glu 
330 335 

Asn Gly Ser Leu Val lie Glu Ser 
345 350 

Tyr Ser Cys lie Ala Met Asn Lys 
365 

Asp Val Thr lie Asn Val Ser Asn 
380 

His Glu Ala Phe Asn Thr Ala Phe 
395 400 

Ser lie Val Leu Val Leu Leu Tyr 
410 415 

Lys Cys Lys Thr Lys Arg Gin Lys 
425 430 

His Ser Ser lie Leu Ser Pro Gly 
445 

Glu Arg Lys Ala Gly Ala Gly Lys 
460 

Lys Asp Thr Ala Ala Gly Gin Asn 
475 480 

Glu Ala Val lie Ala Glu Gly lie 
490 495 

Asp Ser Asp Ser Val Asn Ser Val 
505 510 

Ser Thr 
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515 520 

<210> 5751 
<211> 926 
<212> DNA 
<213> Homo sapiens 

<4 00> 5751 

ngcgggcatg gccaggcggg gtggcctcgg gccggggcag aggcctggct ccgctgcctg 
60 

acctggaaca gtctctgcct ctctccaagc ctcggtttcc ccagctggac ggtgatgggg 
120 

gtgagggcta gctgagggct ctcctgccct tcgtgcattc gctggtcact aatcgggcac 
180 

cttgtgggtg ctgtgctccg catgggggac ccagtggtga cagagacgcc caccctcctg 
240 

gggctcccag agcagaggcg cgcagcagtt agacacgtga acaagggcgc aggcatcctg 
300 

gagatccgct ctgtacacgt gggcgtcgtg gtcatcaaag cagtgtcctc aggcttctac 
360 

gtggccatga accgccgggg ccgcctctac gggtcgcgac tctacaccgt ggactgcagg 
420 

ttccgggagc gcatcgaaga gaacggccac aacacctacg cctcacagcg ctggcgccgc 
480 

cgcggccagc ccatgttcct ggcgctggac aggagggggg ggccccggcc aggcggccgg 
540 

acgcggcggt accacctgtc cgcccacttc ctgcccgtcc tggtctcctg aggccctgag 
600 

aggccggcgg ctccccaagg tgcctgggct ggtggcgagg ggcccggcca cgcttgttct 
660 

tccccctgcg ggctctgtaa gcgctgagtg cccaccgtgt gcgggcgctg tggacacagc 
720 

ccaggagccc tccagggggg tcccagcctg agggggtggt ggccaccaag caggttcaat 
780 

cctgagttgg ggacctcgag gacccaacag ggcgcctctc gggctgaagg acgcagacgt 
840 

cgaaaggtcg agggggacgt cccaggcagg gcccggcaga ggcaggggct cggggggggg 
900 

agcacgttgg gagtgggggc aggagc 
926 

<210 > 5752 

<211> 129 

<212> PRT 

<213 > Homo sapiens 

<400> 5752 

Met Gly Asp Pro Val Val Thr Glu Thr Pro Thr Leu Leu Gly Leu Pro 
15 10 15 

Glu Gin Arg Arg Ala Ala Val Arg His Val Asn Lys Gly Ala Gly He 
20 25 30 

Leu Glu lie Arg Ser Val His Val Gly Val Val Val lie Lys Ala Val 
35 40 45 

Ser Ser Gly Phe Tyr Val Ala Met Asn Arg Arg Gly Arg Leu Tyr Gly 
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50 55 60 

Ser Arg Leu Tyr Thr Val Asp Cys Arg Phe Arg Glu Arg lie Glu Glu 

65 70 75 80 

Asn Gly His Asn Thr Tyr Ala Ser Gin Arg Trp Arg Arg Arg Gly Gin 

85 90 95 

Pro Met Phe Leu Ala Leu Asp Arg Arg Gly Gly Pro Arg Pro Gly Gly 
100 105 110 

Arg Thr Arg Arg Tyr His Leu Ser Ala His Phe Leu Pro Val Leu Val 
115 120 125 

Ser 


<210> 5753 
<211> 5668 
<212> DNA 

<213> Homo sapiens 
<400> 5753 

nnaccggtac tttgtcttgg ataacagtgt catcctggca atgctggaac aacctcttgg 
60 

aaatgagcag aatgattttt tcccctctgt cactgtgctg gtccggggaa tgtctggaag 
120 

acttgcttgg gcacaacagc tttgtctttt acccagagga gcaaaagcaa atcagaagct 
180 

ttttgtacct gaacctcgcc cagttcctaa aatgacgttg gatttaaata ttctgtgaaa 
240 

catcggccat ttcctgaaga ggtggacaag attccttttg tgaaagcaga tctcagcatt 
300 

ccagatttgc atgaaatagt cactgaagaa ttagaagaga gacacgaaaa attaaggagt 
360 

ggcatggccc agcagattgc ttatgaaata caccttgagc aacagagtga ggaggaattg 
420 

cagaagagaa gttttcctga cccagttacg gattgcaagc ccccgcctcc tgcccaggaa 
480 

ttccaaacag cccgcctttt tctctcacac tttggatttt tgtccttaga agcactgaag 
540 

gaacctgcaa atagtcgtct acctcctcac cttattgcac ttgattccac gatacctgga 
600 

ttttttgatg acattgggta tctggatctc ttgccatgtc gtccttttga cacagttttt 
660 

attttctata tgaagccagg tcagaaaacg aaccaagaga ttttaaagaa tgtggagtct 
720 

tccagaactg ttcagccaca tttcctagaa tttttgcttt cccttggctg gtcagtagat 
780 

gtgggcagac accctggttg gactgggcat gtttctacca gttggtctat taattgttgt 
840 

gatgatggtg aaggatctca acaagaagaa gtgatttcct ctgaagatat tggagctagc 
900 

attttcaatg gacagaagaa ggtgctgtat tatgctgatg cccttacaga aattgctttt 
960 

gtggttcctt ctcctgtgga gtccttaact gattcattgg aaagtaacat ctcggaccaa 
1020 

gatagtgatt caaatatgga tcttatgcca ggaattctga aacagccatc cctgacactt 
1080 
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gagcttttcc ccaatcatac agacaatctt 
1140 

agaatgagga agctgcctca gggtcgccct 
1200 

tctgtagtct gggtggaacg ctatgatgat 
1260 

acagagatca gtactggtgt ggaaactact 
1320 

actcttgaaa aagaagttcc tgtcatcttc 
1380 

ataaaaattc aaggagccac tggaaaattt 
1440 

attgtcagca ggcgagctct tggctttctg 
1500 

agaaagagac tggaaagtga ctcctacagt 
1560 

accgacattg tcaacaagta ccggaacaag 
1620 

ttccaggagg ttggactcaa gaactgcagt 
1680 

aactccagtt tgggaactat aacacagcag 
1740 

aaaaacaaat cactcccaag agcttactgt 
1800 

aacccatttg atagaagact ttgggctatc 
1860 

ctcctgctga taatgatgat atacatttta 
1920 

ttagttaaac ataagccttt tgaggagaaa 
1980 

attggtagta tcaacaaatt tgcaatatag 
204 0 

taggaggttg tattcaaaat taaaatctca 
2100 

tgatagcatg gaggagaagg aaagaagtca 
2160 

tcatccagct gtcacactga caaaaagaaa 
2220 

agcctgacat taaaagatgt catatttttt 
2280 

tcactgcaca gatctgtctg aaagcctcag 
2340 

tggagcatgg ccttgtcctt taatggggat 
2400 

aagacagcag tgatacccca ctctctccat 
2460 

ttaaatattt gtgattcatt gattaaatat 
2520 

gttgaaaatt atttggtttc atccattgtc 
2580 

gtagtttgtg aaggattcta atatggggtt 
2640 

gatctctccc agagaactac tggatttcct 
2700 


aattcctcac agaggctcag tcccagttcc 
gttcctcccc ttggacctga gacaagagtt 
atagaaaact ttcccctctc agagctgatg 
gcaaatagta gcacttcact gagatctaca 
atccaccctt taaacactgg attattccgg 
aatatggtca tccctcttgt ggatgggatg 
gtgaggcaga ctgtaattaa catttgtaga 
cccccccatg tccgccggaa acagaaaatc 
cagctggagc cagagtttta tacttcactt 
tcttagacca ctgaatttct aagactgttg 
aacagtttga taggtgatca ctgtaaaaat 
ttaatcacca gaatagaaga aacacattat 
tagtgaaatg ggctcccaga cacaatcata 
gccataaact ttcttttaaa agtgacaatt 
ggcttttatg catctcagtt aaacacgtgc 
aagttgaaga tagtttttta cctcactttt 
gaatcttaca ggacatttaa agactcatgt 
cagccttcta ctcagttgta ggtcttcttg 
agatgataca tgttttttgc tcagataaga 
tctccacatt tcaaaaagtt gtccttctca 
tttctgagtg acccaggaac agatcagaaa 
gcaaataaag tttgtggggt taaaagttat 
tattgtccag cggggtgaca taatgacagg 
tatttaaaga aatgtaaatt cacaataagg 
tcttatttca ggaccaagca gcaaactgca 
caggaatagc ctctcaacgc tactaattca 
cataattgac aaacatgagt gaccacctct 
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ttgggtggct actgttagaa atggctgttg tcatgttttc tggactttgc cagccaacag 
2760 

atccctgcca ggttttggaa atacttctat tacctcgctg ctacttttct gcagggataa 
2820 

aacttttgag gtggccagac ccagaacatc caaggattcc tgttacagtg ctacagtata 
2880 

cactgctcat ttatcctatt ctcatgtgct ttcttcttta gtaagattat tttaagaaaa 
2940 

taagtgatat ttaaagtcca aagaggaatg atcacagttg tataaggggt gttttcccac 
3000 

ttgaactctg atgtcagtcg actgtgggtc agagctacaa ccatctgttt ggtttgatgt 
3060 

tttggtggtt tacttacgga gtggggatag tgtgagacct aattccctgt gcaaatgtct 
3120 

cttattccag aaatgtgcat tttgtcatct ataagcaaga aatatgggca tagcagctct 
3180 

tggtttaaag tttgccataa cctgttcatg tttgttttaa gctcaggtaa agataacctc 
3240 

ctctttctat gactccagtt tccattcagg ttatagtatt attcaatagt tgattttctt 
3300 

tttaagctgg gcaataaatt gatgtttcca gatggtaaca tgggagaggg catataggat 
3360 

aaagatgagc aaattctacc ctaaaaatgt tctagtagtt cacaggaaga agatgaggtt 
3420 

taataacttt caaggtaatt ctagattgac attttgaggg gaaaatgggc tcttgttcta 
3480 

gttgaagtga gcagagaagg ctataaatta atatgtaact tacagcattc cagaggttaa 
3540 

aaataactga tgcagatgta cttcttcagt gtgattcttc agatcaaact tttacttttg 
3600 

gcatagttaa tttcagaaaa atgtgctgta tgtgtgtgtg tatgagggtt ggtcttgctg 
3660 

atccttcagt tagctctaaa ttctggcaac tccttgtaat tccaatgtat ttgatacatg 
3720 

aacaatcatg ttgaatgcat ttgtgatctg ggagacttcc tcgtcttcca gggaaggaag 
3780 

gatgtgcagc ccctgaaggc atgaaactcc cagtgtgtac ggagccagtg gaatatggga 
3840 

tacccatacc ttaccaggcg ctggttcctt ctgctcacaa taacatctgc ccaaagaggg 
3900 

agtgggaaga acgcttagct ctttcactag tatggatttg agttcatggt cactattttt 
3960 

acccacctgc ctttgttaaa aatcactttg agtagaatag cactggagga acatatttag 
4020 

cacctaatat taatatttag tagtccattg ataaatttgc cagcatatgt tctagcctct 
4080 

ggggggaaac caggaccact tttgtctgtg gcttaaacag ttcagttgct atatctgttg 
4140 

ggtatgccgg gggtggatga gtgtggcatt ccgtgaagag gaaggtggta agtaaggttt 
4200 

cccttctact gccttcttaa gttgcaggag ggagcttttc tcctcccctc tggttgggag 
4260 

cactgaggac agtgaggagg gcttttacct tgttaatcct ttccttattt agctagcttt 
4320 
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cctttttgtc tagggcttcc tcttgagacc 
4380 

taatcagaca cacacacaca cacacacaca 
4440 

cattttcctt catttccaga tcctttattt 
4500 

gatgaataca agtacccaca cctttggcca 
4560 

gtatgaggcc ttcatgaacg gttaccttct 
4620 

tgcagactgg gttctagaga ggcagagtct 
4680 

agctttaccc aaagtggaag ttagccttgc 
4740 

aataaataaa taaataaata ataaaaaaag 
4800 

tgctggeagt agttctctat tcaccatttt 
4860 

agaactgatt gctgtgttta catgaaatga 
4920 

ttccatgaca gcctcttttc ctgagttgga 
4980 

ggaatcaaac ggtgggtttc ttagtagcta 
5040 

agaatatcaa ctcatgttct tcagatgctt 
5100 

aatttgggat tccacagtgc cttgcatata 
5160 

aaccaagttt cccaagtcct catctcttat 
5220 

gcttggcagt tgtggctaaa aaataagcag 
5280 

gtttgtatga atttcagtat gttgccaaga 
5340 

atatttctgg cactgaactg taaagtaaag 
5400 

ccccttgcct cctgtgtttc atcttcgtcg 
5460 

tatttatgcc gatcctttgt ccagaagaag 
5520 

tcaattaaat tttaaggaga ttcttatcta 
5580 ' 

tgaggcttta ctcctacact ggtgctgtta 
5640 

ctttggctgc cctttataat ttagatct 
5668 

<210> 5754 
< 211 > 221 
<212> PRT 

<213> Homo sapiens 
<400> 5754 

Asp Ser Leu Glu Ser Asn lie Ser 


ctcttccatc cattgggcct ttgaaaggac 
cacacacaca cacactcgca tactcatgca 
cagagcagcc cattttcctc tggattcatt 
gtaatgtcag ttacctgctg caggttctgt 
ccatacacta gggaagcatt tgtcagactc 
ttaagagtat tcatttcttc tggaaggtgg 
tcaaagatgt gttttgtggt aggtggtaaa 
aaacatgtat tggaggtaat ttgacactgc 
aaagcccatt caggttctct cttcctgaaa 
cattggagtc agatggtctg ttttaaagat 
gagattggag gtggtctatc cgtacgatgt 
aagaagccat gtacttctag tgtgtttctc 
ttcttttttt aatggtgagg gaaaaggtat 
gtaggcgccc agtaaatact tgttgaagca 
agtgaccaag acatctttct cctctgaagg 
tatcattatt tgcttgaaat catatataca 
catgattttt tcttattgta ttttctgtaa 
gcaaagtgta aatatgaagg cgtgcccgtg 
gttagggaag aaggtccaga ggtttgtttg 
cccatggaat attgaatgta atacatttag 
ataactttgt gtgtgctttt ggatacaggc 
attttaccct ttcaggggat gtctgctcgg 


Gin Asp Ser Asp Ser Asn Met 
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1 




5 





10 





15 


Asp 

Leu 

Met 

Pro 

Gly 

lie 

Leu 

Lys 

Gin 

Pro 

Ser 

Leu 

Thr 

Leu 

Glu 

Leu 




20 





25 





30 



Phe 

Pro 

Asn 

His 

Thr 

Asp 

Asn 

Leu 

Asn 

Ser 

Ser 

Gin 

Arg 

Leu 

Ser 

Pro 



35 





40 





45 




Ser 

Ser 

Arg 

Met 

Arg 

Lys 

Leu 

Pro 

Gin 

Gly 

Arg 

Pro 

Val 

Pro 

Pro 

Leu 


50 





55 





60 





Gly Pro 

Glu 

Thr 

Arg 

Val 

Ser 

Val 

Val 

Trp 

Val 

Glu 

Arg 

Tyr 

Asp 

Asp 

65 





70 





75 





80 

He 

Glu 

Asn 

Phe 

Pro 

Leu 

Ser 

Glu 

Leu 

Met 

Thr 

Glu 

lie 

Ser 

Thr 

Gly 





85 





90 





95 


Val 

Glu 

Thr 

Thr 

Ala 

Asn 

Ser 

Ser 

Thr 

Ser 

Leu 

Arg 

Ser 

Thr 

Thr 

Leu 




100 





.105 





110 



Glu Lvs 

Glu 

Val 

Pro 

val 

lie 

Phe 

lie 

His 

Pro 

Leu 

Asn 

Thr 

Gly 

Leu 



115 





120 





125 




Phe Arg 

lie 

Lys 

lie 

Gin 

Gly 

Ala 

Thr 

Gly 

Lys 

Phe 

Asn 

Met 

Val 

lie 


130 





135 





140 





Pro 

Leu 

Val 

Asp 

Gly 

Met 

lie 

Val 

Ser 

Arg 

Arg 

Ala 

Leu 

Gly 

Phe 

Leu 

145 





150 





155 





160 

Val 

Arg 

Gin 

Thr 

Val 

lie 

Asn 

lie 

Cys 

Arg Arg 

Lys 

Arg 

Leu 

Glu 

Ser 





165 





170 





175 


Asp 

Ser 

Tyr 

Ser 

Pro 

Pro 

His 

Val 

Arg 

Arg 

Lys 

Gin 

Lys 

lie 

Thr 

Asp 




180 





185 





190 



lie 

val 

Asn 

Lys 

Tyr 

Arg 

Asn 

Lys 

Gin 

Leu 

Glu 

Pro 

Glu 

Phe 

Tyr 

Thr 



195 





200 





205 




Ser 

Leu 

Phe 

Gin 

Glu 

Val 

Gly 

Leu 

Lys 

Asn 

Cys 

Ser 

Ser 





210 





215 





220 






<210> 5755 
<211> 1513 
<212> DNA 

<213 > Homo sapiens 
<400> 5755 

nnacgcgtga aggggaacct gtactgcgag gtgtgccccg aggaccggcc cctcatcgtg 
60 

cagttctgtg ccaatgaccc ggaggtgttt gttcaggcgg ctctcctggc tcaggattac 
120 

tgtgacgcca ttgacctgaa cttgggctgc ccacagatga tagccaagag aggtcactat 
180 

ggcgcctttc tgcaggacga gtgggacctg ctccaaagaa tgattttgct ggcccacgag 
240 

aaactctctg ttcctgtcac gtgcaaaatc cgtgtcttcc cggagattga caagaccgtg 
300 

aggtacgccc agatgctgga gaaggccggc tgccagttgc tgacggtgca cggacgcacc 
360 

aaggagcaga aggggcccct gtcgggtgca gcgtcctggg agcatatcaa ggctgtgcgg 
420 

aaggctgtgg ccatccctgt gtttgctaac gggaacatcc agtgcctgca ggacgtggag 
480 

cgctgcctcc gggacacggg tgtgcagggc gtcatgagcg cagagggcaa cctgcacaac 
540 

cccgccctgt tcgagggccg gagccctgcc gtgtgggagc tggccgagga gtatctggac 
600 
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atcgtgcggg agcacccctg ccccctgtcc tacgtccggg cccacctctt caagctgtgg 
660 

caccacacgc tgcaggtgca ccaggagctg cgagaggagc tggccaaggt gaagaccctg 
720 

gagggcatcg ctgctgtgag ccaggagctg aagctgcggt gtcaggagga gatatccagg 
780 

caggagggag cgaagcccac cggcgacttg cccttccact ggatctgcca gccctacatc 
840 

cggccggggc ccagggaggg gagcaaggag aaggcaggtg cgcgcagcaa gcgggccctg 
900 

gaggaagagg agggtggcac ggaggtcctg tccaagaaca agcaaaagaa gcagctgagg 
960 

aacccccaca agaccttcga cccctctctg aagccaaaat atgcaaagtg tgaccagtgt 
1020 

ggaaacccaa agggcaacag atgtgtgttc agcctgtgcc gcggctgctg caagaagcga 
1080 

gcctccaaag agactgcaga ctgcccaggt cacggattgc tttttaaaac caaattggag 
1140 

aagtctctgg cctggaaaga ggcccagcct gagctgcagg agcctcagcc agcagcacct 
1200 

ggaacaccag gtggcttctc cgaagtcatg ggcagtgccc tggcctgaag gcccacaacc 
1260 

cccaccccca ggactgctgc tggagcctgg acacgtccta cttaagaaaa tgccttttac 
1320 

tcagggaatc tcctgctact taatgtggaa agacacgccc atgtccccct tcggcccact 
1380 

ctgggggcct ggaaatgctg cagtggggag caggccccag gctggacctg ccctgtcctc 
1440 

agcacgcgtg tgcaaaagtg aacaataaat catttcaaag atgaaaaaaa aaaaaaaaaa 
1500 

aaaaagtcga cgc 
1513 

<210> 5756 
<211> 415 
<212> PRT 

<213 > Homo sapiens 
<400> 5756 


Xaa 

Arg 

Val 

Lys 

Gly 

Asn 

Leu 

Tyr 

Cys 

Glu 

Val 

Cys 

Pro Glu Asp 

Arg 

1 




5 





10 




15 


Pro 

Leu 

He 

Val 

Gin 

Phe 

Cys 

Ala 

Asn 

Asp 

Pro 

Glu 

Val Phe 

Val 

Gin 




20 





25 




30 



Ala 

Ala 

Leu 

Leu 

Ala 

Gin 

Asp 

Tyr 

Cys 

Asp 

Ala 

lie 

Asp Leu 

Asn 

Leu 



35 





40 





45 



Gly Cys 

Pro 

Gin 

Met 

lie 

Ala 

Lys Arg 

Gly 

His 

Tyr 

Gly Ala 

Phe 

Leu 


50 





55 





60 




Gin Asp 

Glu 

Trp 

Asp 

Leu 

Leu 

Gin Arg 

Met 

lie 

Leu 

Leu Ala 

His 

Glu 

65 





70 





75 




80 

Lys 

Leu 

Ser 

Val 

Pro 

Val 

Thr 

Cys 

Lys 

lie 

Arg 

Val 

Phe Pro 

Glu 

lie 




85 





90 




95 


Asp 

Lys 

Thr 

Val 

Arg 

Tyr Ala 

Gin 

Met 

Leu 

Glu 

Lys 

Ala Gly Cys 

Gin 




100 





105 




110 



Leu 

Leu 

Thr 

Val 

His 

Gly Arg 

Thr 

Lys 

Glu 

Gin 

Lys 

Gly Pro 

Leu 

Ser 
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115 





120 





125 




Gly 

Ala 

Ala 

Ser 

Trp 

Glu 

His 

lie 

Lys 

Ala 

Val 

Arg 

Lys 

Ala 

Val 

Ala 


130 





135 





140 





He 

Pro 

Val 

Phe 

Ala 

Asn 

Gly 

Asn 

lie 

Gin 

Cys 

Leu 

Gin 

Asp 

Val 

Glu 

145 





150 





155 





160 

Arg 

Cys 

Leu 

Arg 

Asp 

Thr 

Gly 

Val 

Gin 

Gly 

Val 

Met 

Ser 

Ala 

Glu 

Gly 





165 





170 





175 


Asn 

Leu 

His 

Asn 

Pro 

Ala 

Leu 

Phe 

Glu 

Gly 

Arg 

Ser 

Pro 

Ala 

Val 

Trp 




180 





185 





190 



Glu 

Leu 

Ala 

Glu 

Glu 

Tyr 

Leu 

Asp 

lie 

Val 

Arg 

Glu 

His 

Pro 

Cys 

Pro 



195 





200 





205 




Leu 

Ser 

Tyr 

Val 

Arg 

Ala 

His 

Leu 

Phe 

Lys 

Leu 

Trp 

His 

His 

Thr 

Leu 


210 





215 





220 





Gin 

val 

His 

Gin 

Glu 

Leu 

Arg 

Glu 

Glu 

Leu 

Ala 

Lys 

Val 

Lys 

Thr 

Leu 

225 





230 





235 





240 

Glu 

Gly 

lie 

Ala 

Ala 

Val 

Ser 

Gin 

Glu 

Leu 

Lys 

Leu 

Arg 

Cys 

Gin 

Glu 





245 





250 





255 


Glu 

lie 

Ser 

Arg 

Gin 

Glu 

Gly 

Ala 

Lys 

Pro 

Thr 

Gly 

Asp 

Leu 

Pro 

Phe 




260 





265 





270 



His 

Trp 

lie 

Cys 

Gin 

Pro 

Tyr 

lie 

Arg 

Pro 

Gly 

Pro 

Arg 

Glu 

Gly 

Ser 



275 





280 





285 




Lys 

Glu 

Lys 

Ala 

Gly 

Ala 

Arg 

Ser 

Lys 

Arg 

Ala 

Leu 

Glu 

Glu 

Glu 

Glu 


290 





295 





300 





Gly 

Gly 

Thr 

Glu 

Val 

Leu 

Ser 

Lys 

Asn 

Lys 

Gin 

Lys 

Lys 

Gin 

Leu 

Arg 

305 





310 





315 





320 

Asn 

Pro 

His 

Lys 

Thr 

Phe 

Asp 

Pro 

Ser 

Leu 

Lys 

Pro 

Lys 

Tyr 

Ala 

Lys 





325 





330 





335 


Cys 

Asp 

Gin 

Cys 

Gly 

Asn 

Pro 

Lys 

Gly 

Asn 

Arg 

Cys 

Val 

Phe 

Ser 

Leu 




340 





345 





350 



Cys 

Arg 

Gly 

Cys 

Cys 

Lys 

Lys 

Arg 

Ala 

Ser 

Lys 

Glu 

Thr 

Ala 

Asp 

Cys 



355 





360 





365 




Pro 

Gly 

His 

Gly 

Leu 

Leu 

Phe 

Lys 

Thr 

Lys 

Leu 

Glu 

Lys 

Ser 

Leu 

Ala 


370 





375 





380 





Trp 

Lys 

Glu 

Ala 

Gin 

Pro 

Glu 

Leu 

Gin 

Glu 

Pro 

Gin 

Pro 

Ala 

Ala 

Pro 

385 





390 





395 





400 

Gly 

Thr 

Pro 

Gly 

Gly 

Phe 

Ser 

Glu 

Val 

Met 

Gly 

Ser 

Ala 

Leu 

Ala 






405 





410 





415 



<210> 5757 

<2 11> 2362 

<212 > DNA 

<213> Homo sapiens 

<4 00 > 5757 

cagatcacca gcgtttgtag acagtagtgt ggcgcttgga gtttacctga gggccagtgg 
60 

agctccaggg acctatcagg acggggacct gtggggactg ggaaggcctg tggggctgcg 
120 

tggagcccgg tactggaggc cgacgggggt gacggggacg ctgaggacac agagcggagg 
180 

ggcatgatgg ctgctgggcg tggaggtgtc gagagtgact gtgctggggc tgctccatcg 
240 

ttgtctgagc ctcccggtgc tgccgctgtg gccgtttctt tgatgaggct ctcagaggcc 
300 
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gagtcattca ctgccagcct gaagctgccc atgcgcatat tcgggctgga gcctctgagg 
360 

ccacacaaac gccggctggg gaggcgaagt gtggggctga gcaccagaac tccaggagcg 
420 

tctgggctgg agacagaact gggtgggcag gtggggaggg cctgcagatc tgagtgggca 
480 

gccgaggagg aacccagaag acgccagcga tggagctctg ccggggcgga atgtggccag 
540 

gaggggcggg agcagtgacg gcctgtccgg cgctagaact agggaccgtg ctctcaggac 
600 

ctctggatgt tcccgagtat cctgatgttc cacccagaag ccgccagggc catcctggag 
660 

taccgcatcc gcacgctgga cggggccctg gagaacgccc agaacctggg ctaccaggga 
720 

gccaagtttg cctgggagag tgcagactcc ggcctagagg tttgccctga ggacatttac 
780 

ggagtccagg aggtccacgt caacggggcc gtggtgttgg ccttcgagct gtactaccat 
840 

accacccagg acctgcagct atttcgagag ggtggtgggt gggaggtggt tagggctgtg 
900 

gcgaagtttt ggtgcagtcg tgttgagtgg agccccaggg aggaaaagta ccacctgagg 
960 

ggagtcatgt cccccgacga gtaccattca ggggtcaaca actctgtgta caccaacgtc 
1020 

ctggtccaga acagcctgcg ctttgctgct gccctggccc aggacctggg tcttcccatc 
1080 

cccagccagt ggctggcggt ggctgacaag atcaaggtac cctttgacgt ggagcagaac 
1140 

ttccacccgg agttcgatgg gtatgagcct ggagaggtgg tgaagcaggc agacgtcgtg 
1200 

ctcctgggat acccagtccc cttctccctg agtcctgatg ttcgcaggaa aaatctggag 
1260 

atttacgagg ctgtgacgtc cccccagggc cccgccatga cctggagcat gtttgctgtg 
1320 

ggctggatgg agctgaagga cgcagtgcgg gcccggggcc tcctggacag gagctttgcc 
1380 

aacatggctg aacccttcaa ggtgtggacg gagaatgcag acgggtcagg cgctgtgaac 
1440 

ttcctgacag gcatgggggg cttcctgcag gcggtggtct tcgggtgcac ggggttcagg 
1500 

gtcacccgag cgggtgtgac ctttgaccct gtgtgtctgt cggggatctc cagagtgagc 
1560 

gtctccggca tcttctacca ggggaacaag ctcaacttct ctttttccga ggactccgtg 
1620 

accgtggagg tcacagctcg agcagggccc tgggctcctc acctggaggc tgagctgtgg 
1680 

ccatcccagt cccggctctc cctgttgcca ggacacaagg tctcctttcc ccgctcggct 
1740 

ggccggatac aaatgtcacc cccgaagctg cctggaagtt ccagctccga gttccctggg 
1800 

aggacttttt cagatgttag ggacccgctc cagagccccc tctgggtcac cctgggttcc 
1860 

tccagcccca ccgagtcact cactgtggac cctgcctctg aataatcagg aacggtggct 
1920 
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tcagagacgt ctcttgggcc ttccctctgg ccacgtctgc acccacccct cctgggcacc 
1980 

ctcctagcct gccatccctc acctgcagcc aggctctcag ggaaggtcca tgctgcttgg 
2040 

cctgagttca aggctttctg cctgtagcct ggactcccgt ggacccccgt gggcaggtgg 
2100 

cttccccgtg gcatctccac accgcctctg cctgcccctg tggactgatg ctatcgcgca 
2160 

cggtcccacg accccacccc gagctcctga agccggggtc tgagcctgca tcacctctgg 
2220 

cctctcatcc cccactctcc tgagagcagt ggtcacagcg gccggccgct ctgctgagaa 
2280 

ggcagagagg caggctcagg cctcagcgtg gacagcaggg ataaggggca cgaaggacgg 
2340 

ggactcggcc ccttcagaat tc 
2362 

<210> 5758 
<211> 440 
<212 > PRT 

<213> Homo sapiens 


<400> 5758 


Gly 

Pro 

Cys 

Ser 

Gin 

Asp 

Leu 

Trp 

Met 

Phe 

Pro 

Ser 

lie 

Leu 

Met 

Phe 

1 




5 





10 





15 


His 

Pro 

Glu 

Ala 

Ala 

Arg 

Ala 

lie 

Leu 

Glu 

Tyr 

Arg 

lie 

Arg 

Thr 

Leu 




20 





25 





30 



Asp Gly 

Ala 

Leu 

Glu 

Asn 

Ala 

Gin 

Asn 

Leu 

Gly 

Tyr 

Gin 

Gly 

Ala 

Lys 



35 





40 





45 




Phe 

Ala 

Trp 

Glu 

Ser 

Ala 

Asp 

Ser 

Gly 

Leu 

Glu 

Val 

Cys 

Pro 

Glu 

Asp 


50 





55 





60 





He 

Tyr 

Gly 

Val 

Gin 

Glu 

Val 

His 

Val 

Asn 

Gly 

Ala 

Val 

Val 

Leu 

Ala 

65 





70 





75 





80 

Phe 

Glu 

Leu 

Tyr 

Tyr 

His 

Thr 

Thr 

Gin 

Asp 

Leu 

Gin 

Leu 

Phe 

Arg 

Glu 





85 





90 





95 


Gly Gly 

Gly 

Trp 

Glu 

Val 

Val 

Arg 

Ala 

Val 

Ala 

Lys 

Phe 

Trp 

Cys 

Ser 




100 





105 





110 



Arg 

Val 

Glu 

Trp 

Ser 

Pro 

Arg 

Glu 

Glu 

Lys 

Tyr 

His 

Leu 

Arg 

Gly 

Val 



115 





120 





125 




Met 

Ser 

Pro 

Asp 

Glu 

Tyr 

His 

Ser 

Gly 

Val 

Asn 

Asn 

Ser 

Val 

Tyr 

Thr 


130 





135 





140 





Asn 

Val 

Leu 

Val 

Gin 

Asn 

Ser 

Leu 

Arg 

Phe 

Ala 

Ala 

Ala 

Leu 

Ala 

Gin 

145 





150 





155 





160 

Asp 

Leu 

Gly 

Leu 

Pro 

lie 

Pro 

Ser 

Gin 

Trp 

Leu 

Ala 

Val 

Ala 

Asp 

Lys 





165 





170 





175 


lie 

Lys 

Val 

Pro 

Phe 

Asp 

Val 

Glu 

Gin 

Asn 

Phe 

His 

Pro 

Glu 

Phe 

Asp 




180 





185 





190 



Gly Tyr 

Glu 

Pro 

Gly 

Glu 

Val 

Val 

Lys 

Gin 

Ala 

Asp 

Val 

val 

Leu 

Leu 



195 





200 





205 




Gly Tyr 

Pro 

Val 

Pro 

Phe 

Ser 

Leu 

Ser 

Pro 

Asp 

Val 

Arg 

Arg 

Lys 

Asn 


210 





215 





220 





Leu 

Glu 

lie 

Tyr 

Glu 

Ala 

Val 

Thr 

Ser 

Pro 

Gin 

Gly 

Pro 

Ala 

Met 

Thr 

225 





230 





235 





240 

Trp 

Ser 

Met 

Phe 

Ala 

Val 

Gly 

Trp 

Met 

Glu 

Leu 

Lys 

Asp 

Ala 

Val 

Arg 


4920 



WO 00/58473 


PCT/U SOO/0862 1 


245 


Ala 

Arg 

Gly 

Leu 

Leu 

Asp 

Arg 

Ser 




260 





Lys 

Val 

Trp 

Thr 

Glu 

Asn 

Ala 

Asp 



275 





280 

Thr Gly 

Met 

Gly 

Gly 

Phe 

Leu 

Gin 


290 





295 


Phe 

Arg 

Val 

Thr 

Arg 

Ala 

Gly 

Val 

305 





310 



Gly 

He 

Ser 

Arg 

Val 

Ser 

Val 

Ser 





325 




Leu 

Asn 

Phe 

Ser 

Phe 

Ser 

Glu 

Asp 




340 





Arg 

Ala 

Gly 

Pro 

Trp 

Ala 

Pro 

His 



355 





360 

Gin 

Ser 

Arg 

Leu 

Ser 

Leu 

Leu 

Pro 


370 





375 


Ser 

Ala 

Gly 

Arg 

lie 

Gin 

Met 

Ser 

385 





390 



Ser 

Ser 

Glu 

Phe 

Pro Gly 

Arg 

Thr 





405 




Gin 

Ser 

Pro 

Leu 

Trp 

Val 

Thr 

Leu 




420 





Leu 

Thr 

Val 

Asp 

Pro 

Ala 

Ser 

Glu 



435 





440 


<210> 5759 

<211> 1333 

<212 > DNA 

<213> Homo sapiens 



250 




255 


Phe 

Ala 

Asn 

Met 

Ala Glu 

Pro 

Phe 

265 




270 



Gly 

Ser 

Gly Ala 

Val Asn 

Phe 

Leu 





285 



Ala 

Val 

Val 

Phe 

Gly Cys 

Thr 

Gly 




300 




Thr 

Phe 

Asp 

Pro 

Val Cys 

Leu 

Ser 



315 




320 

Gly 

lie 

Phe 

Tyr 

Gin Gly 

Asn 

Lys 


330 




335 


Ser 

Val 

Thr 

Val 

Glu Val 

Thr 

Ala 

345 




350 



Leu 

Glu 

Ala 

Glu 

Leu Trp 

Pro 

Ser 





365 



Gly 

His 

Lys 

Val 

Ser Phe 

Pro 

Arg 




380 




Pro 

Pro 

Lys 

Leu 

Pro Gly 

Ser 

Ser 



395 




400 

Phe 

Ser 

Asp 

Val 

Arg Asp 

Pro 

Leu 


410 




415 


Gly 

Ser 

Ser 

Ser 

Pro Thr 

Glu 

Ser 

425 




430 




<400> 5759 

cgcacgggcg cgcgcagtgt tgacgcgctt cttagctggt gcgcgccgga gcccaaattc 
60 

caagtggaaa ctgcaggcgc acgagggagg aacgcgtgga gcatgaaaag gcagggggcc 
120 

tcctctgagc gaaaacgagc gcggataccg tccgggaagg ccggagcagc aaatggattt 
180 

ctcatggaag tttgtgttga ttcagtggaa tcagctgtga atgcagaaag aggaggtgct 
240 

gatcggattg aattatgttc tggtttatca gaggggggaa ctacacccag catgggtgtc 
300 

cttcaagtag tgaagcagag tgttcagatc ccagtttttg tgatgattcg gccacgggga 
360 

ggtgattttt tgtattcaga tcgtgaaatt gaggtgatga aggctgacat tcgtcttgcc 
420 

aagctttatg gtgctgatgg tttggttttt ggggcattga ctgaagatgg acacattgac 
480 

aaagagctgt gtatgtccct tatggctatt tgccgccctc tgccagtcac tttccaccga 
540 

gcctttgaca tggttcatga tccaatggca gctctggaga ccctcttaac cttgggattt 
600 

gaacgcgtgt tgaccagtgg atgtgacagt tcagcattag aagggctacc cctaataaag 
660 
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cgactcattg agcaggcaaa aggcaggatt gtggtaatgc caggaggtgg tataacagac 
720 

agaaatctac aaaggatcct tgagggttca ggtgctacag aattccactg ttctgctcgg 
780 

tctactagag actcgggaat gaagtttcga aattcatctg ttgccatggg agcctcactt 
840 

tcttgctcag aatattccct aaaggtaaca gatgtgacca aagtaaggac tttgaatgct 
900 

atcgcaaaga acatcctggt gtagccagac ctctctgaga gacatggata tcacaggatg 
960 

aaggtagaac tataatctgc aattctctat gacacagctt taaccttctt ctctggccag 
1020 

gacagtcgca atctttgttt taagtttcac atggccatgg agaatgtgcc caagaagaaa 
1080 

aagaatttga aacagagata cagtcacttc ctttgcttag tcttaccagt gattgtcatc 
1140 

atggttaaag ctggtctgtg cttcttccat agacagaagc ttagtctgtt ttcagtggaa 
1200 

ttaattgatg aactgggaaa attttaactg catggtatga attcagagtg tgacttaagg 
1260 

gtcaattcaa agcagtattt tgacttttca tttgtaaaat aaaaatttcc actattaaaa 
1320 

aaaaaaaaaa aaa 
1333 

<210> 5760 
<211> 273 
<212> PRT 

<213> Homo sapiens 


<400> 5760 


Met Lys 

Arg 

Gin 

Gly 

Ala 

Ser 

Ser 

Glu 

Arg 

Lys 

Arg 

Ala 

Arg 

lie 

Pro 

1 



5 





10 





15 


Ser Gly 

Lys 

Ala 

Gly 

Ala 

Ala 

Asn Gly 

Phe 

Leu 

Met 

Glu 

Val 

Cys 

Val 



20 





25 





30 



Asp Ser 

Val 

Glu 

Ser 

Ala 

Val 

Asn 

Ala 

Glu 

Arg Gly 

Gly 

Ala 

Asp 

Arg 


35 





40 





45 




lie Glu 

Leu 

Cys 

Ser 

Gly 

Leu 

Ser 

Glu 

Gly 

Gly Thr 

Thr 

Pro 

Ser 

Met 

50 





55 





60 





Gly Val 

Leu 

Gin 

Val 

Val 

Lys 

Gin 

Ser 

Val 

Gin 

lie 

Pro 

Val 

Phe 

Val 

65 




70 





75 





80 

Met He 

Arg 

Pro 

Arg 

Gly 

Gly 

Asp 

Phe 

Leu 

Tyr 

Ser 

Asp 

Arg 

Glu 

lie 




85 





90 





95 


Glu Val 

Met 

Lys 

Ala 

Asp 

lie 

Arg 

Leu 

Ala 

Lys 

Leu 

Tyr 

Gly 

Ala 

Asp 



100 





105 





110 



Gly Leu 

Val 

Phe 

Gly 

Ala 

Leu 

Thr 

Glu 

Asp 

Gly His 

lie 

Asp 

Lys 

Glu 


115 





120 





125 




Leu Cys 

Met 

Ser 

Leu 

Met 

Ala 

lie 

Cys 

Arg 

Pro 

Leu 

Pro 

Val 

Thr 

Phe 

130 





135 





140 





His Arg 

Ala 

Phe 

Asp 

Met 

Val 

His 

Asp 

Pro 

Met 

Ala 

Ala 

Leu 

Glu 

Thr 

145 




150 





155 





160 

Leu Leu 

Thr 

Leu 

Gly 

Phe 

Glu 

Arg 

Val 

Leu 

Thr 

Ser 

Gly 

Cys 

Asp 

Ser 




165 





170 





175 


Ser Ala 

Leu 

Glu 

Gly 

Leu 

Pro 

Leu 

lie 

Lys 

Arg 

Leu 

lie 

Glu 

Gin 

Ala 
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180 

Lys Gly Arg lie 
195 

Leu Gin Arg lie 
210 

Ala Arg Ser Thr 
225 , 

Ala Met Gly Ala 

Asp Val Thr Lys 
260 

Val 


<210> 5761 
<211> 1452 
<212> DNA 
<213> Homo sapiens 

<400> 5761 

nnaccatctt aaggacagaa aagctacagg actctaggag gccaccgtcc tgatttggga 
60 

agtccaactt actttggcca gacagcagct aagctggttc atcccatcag cctggattgg 
120 

tgaaactgaa tcacaggaga tatttccagg tttgctggga tgggaaacct gctcaaagtc 
180 

cttaccaggg aaattgaaaa ctatccacac tttttcctgg attttgaaaa tgctcagcct 
240 

acagaaggag agagagaaat ctggaaccag atcagcgccg tccttcagga ttctgagagc 
300 

atccttgcag acctgcaggc ttacaaaggc gcaggcccag agatccgaga tgcaattcaa 
360 

aatcccaatg acattcagct tcaagaaaaa gcttggaatg cggtgtgccc tcttgttgtg 
420 

aggctaaaga gattttacga gttttccatt agactagaaa aagctcttca gagtttattg 
480 

gaatctctga cttgtccacc ctacacacca acccaacacc tggaaaggga acaggccctg 
540 

gcaaaggagt ttgccgaaat tttacatttt acccttcgat tcgatgagct gaagatgagg 
600 

aacccggcta ttcagaatga cttcagctac tacagaagaa caatcagtcg caaccgcatc 
660 

aacaacatgc acctagacat tgagaatgaa gtcaataatg agatggccaa tcgaatgtcc 
720 

ctcttctatg cagaagccac gccaatgctg aaaaccctta gcaatgccac aatgcacttt 
780 

gtctctgaaa acaaaactct gccaatagag aacaccacag actgcctcag cacaatgaca 
840 

agtgtctgta aagtcatgct ggaaactccg gagtacagaa gtaggtttac gagtgaagag 
900 

accctgatgt tctgcatgag ggtgatggtg ggagtcatca tcctctatga ccatgtccac 
960 

cctgtgggag ctttctgcaa gacatccaag atcgatatga aaggctgcat aaaagttttg 
1020 


PC T/U SO 0/086 21 


185 190 


Val 

Val 

Met 

Pro 

Gly Gly Gly 

He 

Thr 

Asp Arg 

Asn 




200 



205 




Leu 

Glu 

Gly 

Ser 

Gly Ala Thr 

Glu 

Phe 

His 

Cys 

Ser 



215 



220 





Arg 

Asp 

Ser 

Gly 

Met Lys Phe Arg 

Asn 

Ser 

Ser 

Val 


230 



235 





240 

Ser 

Leu 

Ser 

Cys 

Ser Glu Tyr 

Ser 

Leu 

Lys 

Val 

Thr 

245 




250 




255 


Val 

Arg 

Thr 

Leu 

Asn Ala lie 

Ala 

Lys 

Asn 

lie 

Leu 


265 270 
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aaggagcagg ccccagacag tgtggagggg ctgctaaatg ccctcaggtt cactacaaag 
1080 

cacttgaacg atgaatcaac ttccaaacag attcgagcaa tgcttcagta gagctctgct 
1140 

caaagaagag gatctatgtg ctgacctcag aagatgtata tgtttacata atttaataca 
1200 

gattgatgtt aatacttgtg tatttacata accgtttcct tcttgtcact gaaatatatg 
1260 

gaccttaatt tgtatcctga ctgactcaac ccagcagagc ataaattgac ttgagagcct 
1320 

tacctttgat gtctgaaatg aaaccccctt ctccaaaggc aaaattcgga gactttgatc 
1380 

tttgctactg gagtccttta acaacaccta taacgataaa aaattcctaa ttgtttgtgg 
1440 

tagtaaaaaa aa 
1452 

<210> 5762 

<211> 333 

<212> PRT 

<213 > Homo sapiens 


<400> 5762 


lie 

Thr 

Gly 

Asp 

lie 

Ser 

Arg 

Phe 

Ala 

Gly 

Met 

Gly 

Asn 

Leu 

Leu 

Lys 

1 




5 





10 





15 


Val 

Leu 

Thr 

Arg 

Glu 

lie 

Glu 

Asn 

Tyr 

Pro 

His 

Phe 

Phe 

Leu 

Asp 

Phe 




20 





25 





30 



Glu 

Asn 

Ala 

Gin 

Pro 

Thr 

Glu 

Gly 

Glu 

Arg 

Glu 

lie 

Trp 

Asn 

Gin 

lie 



35 





40 





45 




Ser 

Ala 

Val 

Leu 

Gin 

Asp 

Ser 

Glu 

Ser 

lie 

Leu 

Ala 

Asp 

Leu 

Gin 

Ala 


50 





55 





60 





Tyr 

Lys 

Gly 

Ala 

Gly 

Pro 

Glu 

lie 

Arg 

Asp 

Ala 

lie 

Gin 

Asn 

Pro 

Asn 

65 





70 





75 





80 

Asp 

lie 

Gin 

Leu 

Gin 

Glu 

Lys 

Ala 

Trp 

Asn 

Ala 

Val 

Cys 

Pro 

Leu 

Val 





85 





90 





95 


Val 

Arg 

Leu 

Lys 

Arg 

Phe 

Tyr 

Glu 

Phe 

Ser 

lie 

Arg 

Leu 

Glu 

Lys 

Ala 




100 





105 





110 



Leu 

Gin 

Ser 

Leu 

Leu 

Glu 

Ser 

Leu 

Thr 

Cys 

Pro 

Pro 

Tyr 

Thr 

Pro 

Thr 



115 





120 





125 




Gin 

His 

Leu 

Glu 

Arg 

Glu 

Gin 

Ala 

Leu 

Ala 

Lys 

Glu 

Phe 

Ala 

Glu 

lie 


130 





135 





140 





Leu 

His 

Phe 

Thr 

Leu 

Arg 

Phe 

Asp 

Glu 

Leu 

Lys 

Met 

Arg 

Asn 

Pro 

Ala 

145 





150 





155 





160 

He 

Gin 

Asn 

Asp 

Phe 

Ser 

Tyr 

Tyr 

Arg 

Arg 

Thr 

lie 

Ser 

Arg 

Asn 

Arg 





165 





170 





175 


lie 

Asn 

Asn 

Met 

His 

Leu 

Asp 

lie 

Glu 

Asn 

Glu 

Val 

Asn 

Asn 

Glu 

Met 




180 





185 





190 



Ala 

Asn 

Arg 

Met 

Ser 

Leu 

Phe 

Tyr 

Ala 

Glu 

Ala 

Thr 

Pro 

Met 

Leu 

Lys 



195 





200 





205 




Thr 

Leu 

Ser 

Asn 

Ala 

Thr 

Met 

His 

Phe 

Val 

Ser 

Glu 

Asn 

Lys 

Thr 

Leu 


2i0 





215 





220 





Pro. 

lie 

Glu 

Asn 

Thr 

Thr 

Asp 

Cys 

Leu 

Ser 

Thr 

Met 

Thr 

Ser 

Val 

Cys 

225 





230 





235 





240 

Lys 

Val 

Met 

Leu 

Glu 

Thr 

Pro 

Glu 

Tyr 

Arg 

Ser 

Arg 

Phe 

Thr 

Ser 

Glu 
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245 250 255 

Glu Thr Leu Met Phe Cys Met Arg Val Met Val Gly Val lie lie Leu 
260 265 270 

Tyr Asp His Val His Pro Val Gly Ala Phe Cys Lys Thr Ser Lys He 
275 280 285 

Asp Met Lys Gly Cys lie Lys Val Leu Lys Glu Gin Ala Pro Asp Ser 
290 295 300 

Val Glu Gly Leu Leu Asn Ala Leu Arg Phe Thr Thr Lys His Leu Asn 
305 310 315 320 

Asp Glu Ser Thr Ser Lys Gin lie Arg Ala Met Leu Gin 
325 330 

<210> 5763 
<211> 3840 
<212 > DNA 

<213 > Homo sapiens 
<400> 5763 

nctcctcccc tccccaagat ggcgtccttg ctgcagtcgg accgggttct ctatctagtc 
60 

cagggagaaa agaaggttcg ggccccgctc tcgcaactct acttctgccg ctattgtagc 
120 

gaactgcggt cgctggaatg tgtgtctcac gaggtggact cccattattg tcccagttgt 
180 

ttagaaaata tgccatcggc tgaagccaaa ctaaaaaaga atagatgtgc caattgtttt 
240 

gactgtcctg gctgcatgca caccctctct actcgggcca cgagcatctc cacacagctt 
300 

ccagatgacc cagccaagac caccatgaag aaagcctatt acctggcatg tggattttgt 
360 

cgctggacgt ctagagatgt gggcatggca gacaaatctg tagctagtgg cggttggcag 
420 

gaacctgaaa atcctcacac acaacggatg aacaaattga ttgaatatta ccagcagctt 
480 

gctcagaaag agaaggttga gcgagatcgc aagaaactgg cacgacgtag aaactatatg 
540 

cctctggctt tttcggacaa atatggtctt ggaaccaggc ttcagcgacc acgagctggt 
600 

gcatccatca gtacccttgc cggactttcc cttaaagaag gagaggatca gaaagaggta 
660 

aagattgagc cagctcaggc tgtggatgaa gtggaacctc tacctgaaga ctattataca 
720 

agaccagtaa atttaacaga ggtaacaacc cttcagcagc gtctgttaca gcctgacttc 
780 

cagccagtct gtgcttcaca gctctatcct cgccacaaac atcttctgat caaacggtcc 
840 

ctgcgctgcc gtaaatgtga acataatttg agcaagccag aatttaaccc aacgtcaatc 
900 

aaattcaaaa tccagctggt cgctgtcaat tatattccag aagtgagaat catgtcaatt 
960 

cccaaccttc gctacatgaa ggagagccag gtcctcctga ctcttacaaa tccagttgag 
1020 

aacctcaccc atgtgactct cttcgagtgt gaggaggggg accctgatga tatcaacagc 
1080 
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actgctaagg tggtggtgcc tcccaaagag 
1140 

gagtacgatg agttggcaga acctcaagac 
1200 

agaaaggcca acaaagtggg tattttcatc 
1260 

gtgaccgtgt gcttcaagat gaagcatgat 
1320 

attgaagaaa gtgaccaggg aacagaagtc 
1380 ' 

ttgggcccac ttcttcctta aaaggttcca 
1440 

ccgtaaacct gcgttaaaat gtggaagctg 
1500 

tacccatgca ctacggaatt ctattgctaa 
1560 

acacagggta gctgctgttg ctcttgctct 
1620 

tccctcactg aaccctgcac gttgagtaac 
1680 

tgggtgttcc ttggaatggc attgtattta 
1740 

tctgatctca ctaaggatca caatgtcaca 
1800 

acctgctgtt aatgatccag cattggtcac 
1860 

aatatcatct aacagtctaa aacatatccc 
1920 

tagatttcca tataactgaa aaactgaatt 
1980 

gaaaaacctg tgaagttgtt aaggcactct 
2040 

gacacgtatt agttgttctt aatttttttc 
2100 

ttgagaagca aacaattaca tgtcatgtca 
2160 

attgccacaa tacccaggga ttaatgctgc 
2220 

tcctacccct tccctgttct gcctctttaa 
2280 

aaaagaaccc aaagaaaacc tgagtggaca 
2340 

aaaggctaga tttttagaat attctcaact 
2400 

ttaactatta taatctcttg aatccaaaac 
2460 

tttaagactt ttgtcatgtg gtgagtcaaa 
2520 

agttcagcaa gtagcccaca gttctggcct 
2580 

cctggagttg ggttgctaac cttaatttct 
2640 

gtagaccacc agctgcaccg tgttttctgt 
2700 


ctcgttttag ctggcaagga tgcagcagca 
tttcaggacg atcctgacat tatagccttc 
aaagttacac cacagcgtga ggagggtgaa 
tttaaaaacc tggcagcccc cattcgcccc 
atctggctca cccagcatgt ggaacttagc 
ctggagggca gatcccaaag gacagtatca 
ctgcttcatt aggccttgtt tataacgatg 
gaaagtggga gcataggcaa ggcattggga 
cacccctgtt gacaccagta agtctgtgtc 
agcagcataa ttccatccta ggaaagggga 
ccacctgaga aactctgtac tgtctcttga 
gatgaaactt aaatgataac ccaaaggtag 
aatgtaccaa ctgctttctg cattccgtta 
ttcattgcca taatggctgc cattttgcca 
gtcactttat ctttagtatc atgatgattg 
catttgccct ctttttctaa gtgaatacag 
ccagtaaaat atggatcttt taagaagaat 
agggggtagc agattccatt cgttttcaat 
cacagggggg caatctttat ttgtcttact 
ctcagttaag ttgttctgtt tgggacctgg 
ggttcatttc tggaatgcag aaaacatttt 
agcattcttt ccattgattt gaaggggaaa 
tggatattaa gaactttccc ccttactaag 
taagaccatt ttgattgtaa accataaaat 
aacagcagac ttgctgtttt cacttggtat 
atgatgtttt ctaaaatgaa acttgataaa 
aaaagtattg ttagtaagtg gccaagagac 
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ttgaggaaaa tacagatttt ttgtttacct 
2760 

gataacatta taatgtagaa tacagatggg 
2820 

gttttaaata tttaggaagc ttttaaaaga 
2880 

tgtactaatt gtacaaaggt caagccaatt 
2940 

tgatgcagtg taagaaggaa aatactcatc 
3000 

ttaggagttg gagcaggggg atgggtaatt 
3060 

tttttttgtg accccacaga gtctcaaatt 
3120 

gaaatcactg ctccatattt gccagtggag 
3180 

tatgtttaca cgtttgcata gactacacac 
3240 

tttattcccc aaagtaataa tgttgaagta 
3300 

caaaacactt tgatcataaa cttttttctt 
3360 

agccactggt ttaatgtttc ctcaagatag 
3420 

cgtagaaatg attcaatacc tgcagctggt 
3480 

atattagatg aggtgcaaaa attttaatgc 
3540 

gatcccatta gcacttgaaa ctacagcttt 
3600 

ttacttgatt cacctactga ccttttcttt 
3660 

aagtgtcatg catatttgtg aagaaacacc 
3720 

ctccttgatc tttatgaatg acaggttact 
3780 

gaaataaagc agacaaagct tgaaaaaaaa 
3840 

<210> 5764 

<211> 466 

<212> PRT 

<213 > Homo sapiens 

<4 00> 5764 

Xaa Pro Pro Leu Pro Lys Met Ala 
1 5 

Leu Tyr Leu Val Gin Gly Glu Lys 
20 

Leu Tyr Phe Cys Arg Tyr Cys Ser 
35 40 

Ser His Glu Val Asp Ser His Tyr 
50 55 

Pro Ser Ala Glu Ala Lys Leu Lys 


tggtcttgtt ttaagtctta aaaaattaaa 
acatagtcct tgtaagcttc ccttgaaaat 
cactaaattg tactctaaaa gacactaaat 
ttatgaaaca gtcctacaga gtaatatatg 
tctaacatta tggtaataac atttagcctc 
acagatttgc agactataga aagagtttca 
tttatttcac tacctgctag agcctactgt 
gaaatgggca tagagtagag aatagcttca 
atgtcatgcg tttatggcag gtagctggta 
tgggtctcat cattcccata cacagaaaca 
cagaagccaa actaacttgc agaataatag 
gttttagtgt aagctagtat tctgtgtgtt 
gaattaggaa ttgtatttgt tgcctttttt 
tagtcagtat gcaccaccac aggaaagtta 
ggaaacttag gctaagttaa tttggatttg 
tgtttgaagt gcttatcagc ataatgagct 
ctttttggtc ccttttggga cagagaggta 
gttttgcctt attgcttaac ttaatgtagt 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 


Ser Leu Leu Gin Ser Asp Arg Val 
10 15 

Lys Val Arg Ala Pro Leu Ser Gin 
25 30 

Glu Leu Arg Ser Leu Glu Cys Val 
45 

Cys Pro Ser Cys Leu Glu Asn Met 
60 

Lys Asn Arg Cys Ala Asn Cys Phe 
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65 70 75 80 

Asp Cys Pro Gly Cys Met His Thr Leu Ser Thr Arg Ala Thr Ser He 
85 90 95 

Ser Thr Gin Leu Pro Asp Asp Pro Ala Lys Thr Thr Met Lys Lys Ala 
100 105 HO 

Tyr Tyr Leu Ala Cys Gly Phe Cys Arg Trp Thr Ser Arg Asp Val Gly 
115 120 125 

Met Ala Asp Lys Ser Val Ala Ser Gly Gly Trp Gin Glu Pro Glu Asn 
130 135 140 

Pro His Thr Gin Arg Met Asn Lys Leu lie Glu Tyr Tyr Gin Gin Leu 

145 ISO 155 160 

Ala Gin Lys Glu Lys Val Glu Arg Asp Arg Lys Lys Leu Ala Arg Arg 

165 170 175 

Arg Asn Tyr Met Pro Leu Ala Phe Ser Asp Lys Tyr Gly Leu Gly Thr 
180 185 190 

Arg Leu Gin Arg Pro Arg Ala Gly. Ala Ser lie Ser Thr Leu Ala Gly 
195 200 205 

Leu Ser Leu Lys Glu Gly Glu Asp Gin Lys Glu Val Lys lie Glu Pro 
210 215 220 

Ala Gin Ala Val Asp Glu Val Glu Pro Leu Pro Glu Asp Tyr Tyr Thr 

225 230 235 240 

Arg Pro Val Asn Leu Thr Glu Val Thr Thr Leu Gin Gin Arg Leu Leu 

245 250 255 

Gin Pro Asp Phe Gin Pro Val Cys Ala Ser Gin Leu Tyr Pro Arg His 
260 265 270 

Lys His Leu Leu lie Lys Arg Ser Leu Arg Cys Arg Lys Cys Glu His 
275 280 285 

Asn Leu Ser Lys Pro Glu Phe Asn Pro Thr Ser lie Lys Phe Lys lie 
290 295 300 

Gin Leu Val Ala Val Asn Tyr lie Pro Glu Val Arg lie Met Ser lie 

305 310 315 320 

Pro Asn Leu Arg Tyr Met Lys Glu Ser Gin Val Leu Leu Thr Leu Thr 

325 330 335 

Asn Pro Val Glu Asn Leu Thr His Val Thr Leu Phe Glu Cys Glu Glu 
340 345 350 

Gly Asp Pro Asp Asp lie Asn Ser Thr Ala Lys Val Val Val Pro Pro 
355 360 365 

Lys Glu Leu Val Leu Ala Gly Lys Asp Ala Ala Ala Glu Tyr Asp Glu 
370 375 380 

Leu Ala Glu Pro Gin Asp Phe Gin Asp Asp Pro Asp lie lie Ala Phe 

385 390 395 400 

Arg Lys Ala Asn Lys Val Gly lie Phe lie Lys Val Thr Pro Gin Arg 

405 410 415 

Glu Glu Gly Glu Val Thr Val Cys Phe Lys Met Lys His Asp Phe Lys 
420 425 430 

Asn Leu Ala Ala Pro lie Arg Pro lie Glu Glu Ser Asp Gin Gly Thr 
435 440 445 

Glu Val lie Trp Leu Thr Gin His Val Glu Leu Ser Leu Gly Pro Leu 
450 455 460 

Leu Pro 
465 


. <210> 5765 
<211> 3220 
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<212 > DNA 
<213 > Homo 

<4 00> 5765 
cacgaggccc 
60 

gaggcgctag 

120 

gagctggtga 

180 

ttggcctacg 

240 

ctggcctgcg 

300 

gaccaggacc 

360 

tcgatcccct 

420 

cggctcctgt 

480 

gctaatagct 

540 

tcctggctgc 

600 

ttcggggaga 

660 

cccatggagg 

720 

cccagcgggc 

780 

ctggccgaca 

840 

agcgcgtcgc 

900 

atcgacacgg 

960 

gacaagtttc 

1020 

cttttgtgcg 

1080 

ggactccccg 

1140 

acaattctca 

1200 

gcgctgccca 

1260 

cagttctacc 

1320 

caccggctct 

1380 

gatgagccgg 

1440 

cagctatcgt 

1500 


sapiens 

cacgcctcag 

ggaagatcgc 

ctgccctcat 

tctgtgagtg 

cctggtcctg 

tgacccgcat 

cagagcacca 

cagcagatgc 

gggagagctc 

acaatggtgt 

agttctcccg 

gctggatcgc 

aggtgctgac 

tcgccttcac 

ccgtgcagtt 

agatcctgcc 

ccgccatcac 

cgtccagcca 

tgaacaacat 

aatggcggat 

agctgcccat 

ctggcctcgg 

cactgcagac 

ccatgaagcg 

ggacgtcact 


gcaactggtt 

accgcggacg 

gtgtgatttg 

ggagaaatgg 

ccgaaatctc 

gatccacatc 

cgaggccatc 

cgacgggcag 

agtgggcagc 

gaaactggcc 

agtcaagttc 

ggtgacggtc 

gtccaccgag 

cggeggeggc 

ctacaaggtg 

ctccctgttc 

ccacctcaag 

gaccagcagc 

cttccagcag 

cctatcggcc 

ttcgctcacc 

gctggccctg 

catggcggtc 

cccccgcacc 

ggccctggtg 


gttaccgagg 

cccgctgagc 

cggcggccag 

tccaagagca 

atcgccttca 

ctggacacgg 

acctgcctgg 

atcaagtgct 

ctagtggagg 

ctgcacgtgg 

tcaccgtcgc 

agcggcctgg 

agcctgtgcc 

aacatcgtgg 

tgcgtgagcg 

atgcgctgca 

ttcctggccc 

atcgtggagt 

atctcccccg 

accaacgatc 

aacaccgacc 

gccttccacg 

ttctacagct 

gcgggccccg 

gggattgaca 


aagatggcgg 

ttggcgcacg 

cggcaggtgg 

cccactgccc 

ccatggacct 

agcacccctg 

agtgggacca 

ggagcatggc 

gggaccccat 

agaagtcggg 

tcacgctgtt 

tcaccgtgtc 

ggctgcgcgg 

tggccacggc 

tggtgagcga 

ccaccgacct 

gggacatgtc 

gctggtccct 

tggttggcga 

tggaccgtgt 

tcaaggtggc 

acggcagcgt 

ccgcggcccc 

ccgtccactt 

gccacgggaa 


cgccagaccc 

ggccgaccag 

gatgatggac 

atcggtgccc 

gcgcagcgat 

ggacctgcac 

gtcaggctcc 

ggaccacctg 

tgtggccctg 

cgcctccagc 

cggcggcaag 

cctgctgaag 

ccgcgtggcc 

ggacggcagc 

gaagtgccgt 

caaccgcaag 

ggagcaggtg 

gcgcaaggag 

caaacagccc 

gtcggccgtg 

cagcgacaca 

ccacatcgtg 

gaggcctgtg 

aaaggctatg 

gctgagcgtg 
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ctccgcctct caccttccat 
1560 

ctcttcctgc tggagtactg 
1620 

gtgcagccca gtatggtaca 
1680 

accgctgccc tgcagcaggt 
1740 

aagctgtcgc cctgcacggt 
1800 

gccatcagct ccaccctgaa 
1860 

agccccggcg accggctgac 
1920 

gtcatgatca acctcaagac 
1980 

agcagctctt gcagtgggtg 
2040 

agccctgccc cacctcggag 
2100 

cccccacctc ggagccctcc 
2160 

cacagcttcc tgcgggacgg 
2220 

cgcatctggg gccttctgaa 
2280 

caggacagca tgtccctgct 
2340 

gagggc:c ca g cgagcgagcc 
2400 

cagctgctta tccccagcct 
2460 

cagcccaagc agccccttcg 
2520 

gccaccctgc agctcgacgg 
2580 

cggaggctgc accttggcgc 
2640 

tgtgtcacca tgctcaagtc 
2700 

tggatcaaga actgcctgtg 
2760 

gcccagctgc ccctcagcta 
2820 

gcaagagcca ccgctcgccc 
2880 

gggctgttga aggccgtggg 
2940 

ctgcctttgt ccagctgggc 
3000 

ggaccatctg catccagagg 
3060 

gacccggctc gggcgtctcc 
3120 


gggccacccg ctggaggtgg 
catggtgacc ggctacgact 
gagcctggtg gagaagctgc 
cctctccacc cggatcctgg 
gacccgcgtg tgcgactacc 
gtcgctgctg cgcccccact 
cgagatctgc accaagatca 
ggaggaattt gtgctggaca 
ggcgacttcg tgctgtacct 
ccctgcccca cctcggagcc 
tctccatgaa gcctctgctg 
cacctcgctg ggcatgcttc 
gcccagctgc ctgcccgtgt 
cttccgcctg ctcaccaagc 
ggatgaggcg ctggtggatg 
ggactggctg ccagccagcg 
tctgcagttt ggccgggcgc 
cctcgccagg gccccaggcc 
ttgccccacg gaggaatgca 
gcccaacaga accacggcgg 
cggtgggctc tggtggcggg 
ctcctcagct acccctcagc 
tggactctcc tcggcgcggt 
ccggacgcct gcgtgaccag 
ccgcagtcca cacaccactc 
accgtccgtg acggccgggg 
tcggtttcct tgcctcaccc 


ggctggcgct gcggcacctg 
ggtgggacat cctgctgcac 
acgaggagta cacgcgccag 
ccatgaaggc ctcgctctgc 
acaccaagct cttcctcatc 
ttctcaacac gcctgacaag 
ccgacgtcga cattgacaag 
tgacacactg caggcgctgc 
gctggccagc ctacccaacc 
ctcccccacc tcggagccct 
gttccctgct gaggccgggc 
gggaattgat ggtggtcatc 
atacggccac ctcggatacc 
tctggatctg ctgtcgcgat 
aatgctgcct gctgcccagc 
acggcctggt tagccgcctg 
ccacgctgcc tggcagtgct 
agcccaagat cgaccacctg 
aggcctgcac caggtgcggc 
tgaagcagtg ggagcagcgc 
tgcccctcag ctacccctga 
tgcccctgag cccggctgct 
taacctcagc ccgccctgca 
cagagcttct gaggaagccc 
tcccaggacc ccagatccct 
gtccaggcgg accttgtggt 
gcggagagcg ctgaacctgg 
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acaagcagcg gctgggaagg acaggtccaa taaacgccct ctgcgcccca aaaaaaaaaa 
3180 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
3220 

<210> 5766 
<211> 873 
<212> PRT 

<213? Homo sapiens 


<400> 5766 


Met 

Cys 

Asp 

Leu Arg 

Arg 

Pro 

Ala Ala Gly Gly 

Met 

Met 

Asp 

Leu 

Ala 

1 



5 





10 





15 


Tyr 

Val 

Cys 

Glu Trp 

Glu 

Lys 

Trp 

Ser 

Lys 

Ser 

Thr 

His 

Cys 

Pro 

Ser 



20 





25 





30 



val 

Pro 

Leu 

Ala 

Cys 

Ala 

Trp 

Ser Cys 

Arg 

Asn 

Leu 

lie 

Ala 

Phe 

Thr 



35 





40 





45 




Met 

Asp 

Leu 

Arg 

Ser 

Asp 

Asp 

Gin 

Asp 

Leu 

Thr 

Arg 

Met 

lie 

His 

lie 


50 





55 





60 





Leu Asp 

Thr 

Glu 

His 

Pro 

Trp Asp 

Leu 

His 

Ser 

lie 

Pro 

Ser 

Glu 

His 

65 





70 





75 





80 

His 

Glu 

Ala 

lie 

Thr 

Cys 

Leu 

Glu 

Trp Asp 

Gin 

Ser 

Gly Ser 

Arg 

Leu 





85 





90 





95 


Leu 

Ser 

Ala 

Asp 

Ala 

Asp 

Gly Gin 

lie 

Lys 

Cys 

Trp 

Ser 

Met 

Ala Asp 




100 





105 





110 



His 

Leu 

Ala 

Asn 

Ser 

Trp 

Glu 

Ser 

Ser 

Val 

Gly Ser 

Leu 

Val 

Glu Gly 



115 





120 





125 




Asp 

Pro 

lie 

Val 

Ala 

Leu 

Ser 

Trp 

Leu 

His 

Asn 

Gly val 

Lys 

Leu 

Ala 

130 





135 





140 





Leu 

His 

Val 

Glu 

Lys 

Ser 

Gly Ala 

Ser 

Ser 

Phe 

Gly Glu 

Lys 

Phe 

Ser 

145 





150 





155 





160 

Arg 

Val 

Lys 

Phe 

Ser 

Pro 

Ser 

Leu 

Thr 

Leu 

Phe 

Gly Gly Lys 

Pro 

Met 



165 





170 





175 


Glu Gly 

Trp 

lie 

Ala 

Val 

Thr 

Val 

Ser 

Gly Leu 

Val 

Thr 

Val 

Ser 

Leu 




180 





185 





190 



Leu 

Lys 

Pro 

Ser Gly 

Gin 

Val 

Leu 

Thr 

Ser 

Thr 

Glu 

Ser 

Leu 

Cys 

Arg 


195 





200 





205 




Leu Arg 

Gly Arg 

Val 

Ala 

Leu 

Ala 

Asp 

lie 

Ala 

Phe 

Thr Gly Gly Gly 


210 





215 





220 





Asn 

lie 

Val 

Val 

Ala 

Thr 

Ala 

Asp Gly Ser 

Ser 

Ala 

Ser 

Pro 

Val 

Gin 

225 





230 





235 





240 

Phe Tyr 

Lys 

Val 

Cys 

Val 

Ser 

Val 

Val 

Ser 

Glu Lys 

Cys 

Arg 

lie Asp 





245 





250 





255 


Thr 

Glu 

lie 

Leu 

Pro 

Ser 

Leu 

Phe 

Met 

Arg 

Cys 

Thr 

Thr 

Asp 

Leu 

Asn 




260 





265 





270 



Arg Lys 

Asp 

Lys 

Phe 

Pro 

Ala 

lie 

Thr 

His 

Leu Lys 

Phe 

Leu 

Ala 

Arg 



275 





280 





285 




Asp 

Met 

Ser 

Glu 

Gin 

Val 

Leu 

Leu 

Cys 

Ala 

Ser 

Ser 

Gin 

Thr 

Ser 

Ser 

290 





295 





300 





lie 

Val 

Glu Cys 

Trp 

Ser 

Leu Arg 

Lys 

Glu Gly Leu 

Pro 

Val 

Asn 

Asn 

305 





310 





315 





320 

lie 

Phe 

Gin 

Gin 

lie 

Ser 

Pro 

Val 

Val Gly Asp Lys 

Gin 

Pro 

Thr 

lie 





325 





330 





335 


Leu 

Lys 

Trp 

Arg 

lie 

Leu 

Ser 

Ala 

Thr 

Asn Asp 

Leu Asp Arg 

Val 

Ser 
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340 

Ala Val Ala Leu Pro Lys Leu Pro 
355 360 

Lys Val Ala Ser Asp Thr Gin Phe 
370 375 

Ala Phe His Asp Gly Ser Val His 
385 390 

Thr Met Ala Val Phe Tyr Ser Ser 
405 

Pro Ala Met Lys Arg Pro Arg Thr 
420 

Ala Met Gin Leu Ser Trp Thr Ser 
435 440 

His Gly Lys Leu Ser Val Leu Arg 
450 455 

Leu Glu Val Gly Leu Ala Leu Arg 
465 470 

Cys Met Val Thr Gly Tyr Asp Trp 
485 

Pro Ser Met Val Gin Ser Leu Val 
500 

Arg Gin Thr Ala Ala Leu Gin Gin 
515 520 

Met Lys Ala Ser Leu Cys Lys Leu 
530 535 

Cys Asp Tyr His Thr Lys Leu Phe 
545 550 

Lys Ser Leu Leu Arg Pro His Phe 
565 

Gly Asp Arg Leu Thr Glu lie Cys 
580 

Asp Lys Val Met He Asn Leu Lys 
595 600 

Thr His Cys Arg Arg Cys Ser Ser 
610 615 

Cys Cys Thr Cys Trp Pro Ala Tyr 
625 630 

Ser Pro Ala Pro Pro Arg Ser Pro 
645 

Pro Arg Ser Pro Pro Leu His Glu 
660 

Pro Gly His Ser Phe Leu Arg Asp 
675 680 

Glu Leu Met Val Val lie Arg lie 
690 695 

Leu Pro Val Tyr Thr Ala Thr Ser 
705 710 

Leu Phe Arg Leu Leu Thr Lys Leu 
725 

Pro Ala Ser Glu Pro Asp Glu Ala 
740 

Pro Ser Gin Leu Leu lie Pro Ser 
755 760 

Gly Leu Val Ser Arg Leu Gin Pro 


345 350 

lie Ser Leu Thr Asn Thr Asp Leu 
365 

Tyr Pro Gly Leu Gly Leu Ala Leu 
380 

lie Val His Arg Leu Ser Leu Gin 
395 400 

Ala Ala Pro Arg Pro Val Asp Glu 
410 415 

Ala Gly Pro Ala Val His Leu Lys 
425 430 

Leu Ala Leu Val Gly lie Asp Ser 
445 

Leu Ser Pro Ser Met Gly His Pro 
460 

His Leu Leu Phe Leu Leu Glu Tyr 
475 480 

Trp Asp lie Leu Leu His Val Gin 
490 495 

Glu Lys Leu His Glu Glu Tyr Thr 
505 510 

Val Leu Ser Thr Arg lie Leu Ala 
525 

Ser Pro Cys Thr Val Thr Arg Val 
540 

Leu lie Ala lie Ser Ser Thr Leu 
555 560 

Leu Asn Thr Pro Asp Lys Ser Pro 
570 575 

Thr Lys lie Thr Asp Val Asp lie 
585 590 

Thr Glu Glu Phe Val Leu Asp Met 
605 

Ser Cys Ser Gly Trp Ala Thr Ser 
620 

Pro Thr Ser Pro Ala Pro Pro Arg 
635 640 

Pro Pro Pro Arg Ser Pro Pro Pro 
650 655 

Ala Ser Ala Gly Ser Leu Leu Arg 
665 670 

Gly Thr Ser Leu Gly Met Leu Arg 
685 

Trp Gly Leu Leu Lys Pro Ser Cys 
700 

Asp Thr Gin Asp Ser Met Ser Leu 
715 720 

Trp lie Cys Cys Arg Asp Glu Gly 
730 735 

Leu Val Asp Glu Cys Cys Leu Leu 
745 750 

Leu Asp Trp Leu Pro Ala Ser Asp 
765 

Lys Gin Pro Leu Arg Leu Gin Phe 
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770 775 780 


Gly Arg 

Ala 

Pro 

Thr 

Leu 

Pro 

Gly 

Ser 

Ala 

Ala 

Thr 

Leu 

Gin 

Leu 

Asp 

785 




790 





795 





800 

Gly Leu 

Ala 

Arg 

Ala 

Pro 

Gly 

Gin 

Pro 

Lys 

He 

Asp 

His 

Leu 

Arg 

Arg 




805 





810 





815 


Leu His 

Leu 

Gly 

Ala 

Cys 

Pro 

Thr 

Glu 

Glu 

Cys 

Lys 

Ala 

Cys 

Thr 

Arg 



820 





825 





830 



Cys Gly 

Cys 

Val 

Thr 

Met 

Leu 

Lys 

Ser 

Pro 

Asn Arg 

Thr 

Thr 

Ala 

Val 

835 





840 





845 




Lys Gin 

Trp 

Glu 

Gin 

Arg 

Trp 

lie 

Lys 

Asn 

Cys 

Leu 

Cys 

Gly 

Gly 

Leu 

850 





855 





860 





Trp Trp 

Arg 

Val 

Pro 

Leu 

Ser 

Tyr 

Pro 









865 870 

<210> 5767 
<211> 1910 
<212> DNA 

<213> Homo sapiens 
<400> 5767 

ggtagaaaaa tacacctatt aacaacatta gtaaacacca gaaaccatct aaaaggaatc 
60 

tttacatggg caagacgata tcctctctgt gagacccaca agtttggttt gagttactcc 
120 

tcagtatcgt gggttttgct gctattctga agggatcccc catcacgctg gcagctgtgt 
180 

gccaggagag accctgaggg ctgcctcacc acagcaggaa cgcccttctc agtcccagcc 
240 

caatcctctc tcacactgcg gtgctctgtc cctatggaaa cagcctctgt atgtgtgtgt 
300 

gtgtgtgtgt gtgtgtgtgt gtgtgaataa tatatggaat aaagtttgag attccctgct 
360 

ttttcatgtt accttagcct caattttaaa cttacattgt ttgttaaaat tatcaaatgg 
420 

acaacctcat tgctatggaa caaaaaagac tgtgaggaaa aagaatcata acttggaaaa 
480 

aaataagtga aaaggcattg agagattgct aagatttgtt aagttaaaac aataatatat 
540 

ctagaaaaga ctgtgaaaat atatatctca aaagagaaca aggcatagtc agaaggctca 
600 

gtaaaacaat tactttaaaa gctgactaat aaaaagggta agtgaaagaa ctcttccatc 
660 

cttgaccctt cctcacttcc tccctccgac tctaccagtc tggatgcact aaagcagaat 
720 

aacctaaaag ccatgaaaaa gtgctggtat ttttcaggat ctcttcaaga caccttccgt 
780 

cttggtaacc tgaattctct ctctgatcaa ggcagctgat ggactttcaa tgtatttgga 
840 

gatgccggtt caaaaacgtc atcatcatct tctgctcctt cttctatcgg tttcatcttg 
900 

gcagaggctc gctggtgtgg ggatgacaca tgaagagagg acatgctgga ggtactccga 
960 

agaaactggt gcaagccgtc gtcactgtca ctggagctgg ctatactgtt cctcatttcc 
1020 
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aacatggaga tctgtgtgca gaggctgagc tgatgttcca gctttttggc tttcttatca 
1080 

tttaaggtgg gatcattcaa tgagtagagc ttatttgtga tgtcttttcc aataagatac 
1140 

ctaaagattt catacaagaa aggttctgat tccagaaagt atgttaatct ttctcttgac 
1200 

cagcataaaa atctgcagtt atcatctgca ataatggtga cctggaattt ttcacctttg 
1260 

tgcatctgag ttgatctaaa ttcaggagaa tctataaagg cacaggggta aatgttatgc 
1320 

agaaaatgtc ctcgatagga gaccttcatt tttcccttca agagaatact cagacggtca 
1380 

tcaactgagg ttttatcctc tgcagcataa gtttggccct ttttcaaggt ttggatcatg 
1440 

caaaactgtc cagttagtct tctgaacaaa tctggaggca cacggagtgg ttcaaacaat 
1500 

cgccggtaca tgccactgag ttccttttca atctttaccg gtctcttctt gtataaaaga 
1560 

tacgacagat gcaaaatgtt gacacccaag aacacagagt tccagatcat tatatccaag 
1620 

gcacatcggt agagagtggc ccagacgata taaagggtac atcctagagt taacattccc 
1680 

ctaagaaata tcatatgaag gtgaagagta gttggaataa ccaacccaac tgcaaaacaa 
1740 

atatttgcta catgaaaaac cagatgatgt atctctctcc agttttcaca agtggtctta 
1800 

ttggaaggca caggtatgat actttctaac tcaggtgtaa aacctatggc agttgattct 
1860 

ctcaatgggc tggactctgt ataattcatt ttgaaaatcc cggctggtcc 
1910 

<210 > 5768 
<211> 360 
<212 > PRT 

<213 > Homo sapiens 
<400> 5768 


Met 

Asn 

Tyr 

Thr 

Glu 

Ser 

Ser 

Pro 

Leu 

Arg 

Glu 

Ser 

Thr 

Ala 

lie 

Gly 

1 




5 





10 





15 


Phe 

Thr 

Pro 

Glu 

Leu 

Glu 

Ser 

lie 

lie 

Pro 

Val 

Pro 

Ser 

Asn 

Lys 

Thr 




20 





25 





30 



Thr Cys 

Glu 

Asn 

Trp 

Arg 

Glu 

lie 

His 

His 

Leu 

Val 

Phe 

His 

Val 

Ala 



35 





40 





45 




Asn 

lie 

Cys 

Phe 

Ala 

Val 

Gly 

Leu 

Val 

lie 

Pro 

Thr 

Thr 

Leu 

His 

Leu 


50 





55 





60 





His 

Met 

lie 

Phe 

Leu 

Arg 

Gly 

Met 

Leu 

Thr 

Leu Gly 

Cys 

Thr 

Leu 

Tyr 

65 





70 





75 





80 

He 

Val 

Trp 

Ala 

Thr 

Leu 

Tyr 

Arg 

Cys 

Ala 

Leu Asp 

lie 

Met 

lie 

Trp 





85 





90 





95 


Asn 

Ser 

Val 

Phe 

Leu 

Gly 

Val 

Asn 

lie 

Leu 

His 

Leu 

Ser 

Tyr 

Leu 

Leu 




100 





105 





110 



Tyr Lys 

Lys 

Arg 

Pro 

Val 

Lys 

lie 

Glu 

Lys 

Glu 

Leu 

Ser 

Gly 

Met 

Tyr 



115 





120 





125 




Arg Arg 

Leu 

Phe 

Glu 

Pro 

Leu 

Arg 

Val 

Pro 

Pro Asp 

Leu 

Phe 

Arg 

Arg 


4934 



WO 00/58473 


PCT/U S00/0862 1 



130 





135 


Leu 

145 

Thr 

Gly Gin 

Phe 

Cys 

150 

Met 

lie 

Tyr 

Ala 

Ala 

Glu 

Asp 

165 

Lys 

Thr 

Ser 

Leu 

Lys 

Gly 

Lys 

180 

Met 

Lys 

Val 

Ser 

lie 

Tyr 

Pro 

195 

Cys 

Ala 

Phe 

lie 

Asp 

200 

Met 

His 

210 

Lys Gly 

Glu 

Lys 

Phe 

215 

Gin 

Cys 

225 

Arg 

Phe 

Leu 

Cys 

Trp 

230 

Ser 

Arg 

Ser 

Glu 

Pro 

Phe 

Leu 

245 

Tyr 

Glu 

lie 

He 

Thr 

Asn 

Lys 

260 

Leu 

Tyr 

Ser 

Leu 

Lys 

Ala 

Lys 

275 

Lys 

Leu 

Glu 

His 

Gin 

280 

Met 

Leu 

290 

Glu 

Met 

Arg 

Asn 

Ser 

295 

lie 

Gly 

305 

Leu 

His 

Gin 

Phe 

Leu 

310 

Arg 

Ser 

Val 

Ser 

Ser 

Pro 

His 

325 

Gin 

Arg 

Ala 

Glu Gly 

Ala 

Glu 

340 

Asp 

Asp 

Asp 

Asp 

Thr 

Leu 

Lys 

355 

Val 

His 

Gin 

Leu 

Pro 

360 


<210> 5769 

<211> 427 

<212> DNA 

<213 > Homo sapiens 


140 


Gin 

Thr 

Leu 

Lys 

Lys 

Gly Gin 

Thr 



155 




160 

Val 

Asp 

Asp Arg 

Leu 

Ser lie 

Leu 


170 




175 


Tyr 

Arg 

Gly His 

Phe 

Leu His 

Asn 

185 





190 


Ser 

Pro 

Glu 

Phe 

Arg 

Ser Thr 

Gin 





205 



Val 

Thr 

lie 

He 

Ala Asp Asp 

Asn 




220 




Glu 

Arg 

Leu 

Thr 

Tyr 

Phe Leu 

Glu 



235 




240 

Phe 

Arg 

Tyr 

Leu 

lie Gly Lys 

Asp 


250 




255 


Asn 

Asp 

Pro 

Thr 

Leu 

Asn Asp 

Lys 

265 





270 


Leu 

Ser 

Leu Cys 

Thr 

Gin lie 

Ser 





285 



Ala 

Ser 

Ser 

Ser 

Asp 

Ser Asp 

Asp 




300 




Thr 

Ser 

Ser 

Met 

Ser 

Ser Leu 

His 



315 




320 

Ser 

Ala 

Lys 

Met 

Lys 

Pro lie 

Glu 


330 




335 


Val 

Phe 

Glu 

Pro 

Ala 

Ser Pro 

Asn 

345 





350 



<400> 5769 

gctagcagtg gggttgctag tgacaccata gcatttggag agcatcacct ccctcctgtg 
60 

agtatggcat ccactgtacc tcactccctt cgtcaggcga gagataacac aatcatggat 
120 

ctgcagacac agctgaagga agtattaaga gaaaatgatc tcttgcggaa ggatgtggaa 
180 

gtaaaggaga gcaaattgag ttcttcaatg aatagcatca agatcttctg gggcccagag 
240 

ctgaagaagg aacgagccct gagaaaggat gaagcttcca aaatccccat ttggaaggaa 
300 

cagtacagag ttgtacaaga ggaaaaccag gtaagttcta cgtgtgttta cctttattgg 
360 

ctgaattcat gtatataaat gaaatagcct tttttttccc ctttcctaga tttttccctt 
420 

cacgcgt 

427 


<210> 5770 
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<211> 85 
<212> PRT 

<213> Homo sapiens 
<4 00> 5770 


Leu 

Gin 

Thr 

Gin 

Leu 

Lys 

Glu 

Val 

Leu Arg 

Glu 

Asn Asp 

Leu 

Leu Arg 

1 




5 




10 





15 


Lys 

Asp 

Val 

Glu 

Val 

Lys 

Glu 

Ser 

Lys Leu 

Ser 

Ser 

Ser 

Met 

Asn 

Ser 



20 





25 




30 



He 

Lys 

lie 

Phe 

Trp 

Gly 

Pro 

Glu 

Leu Lys 

Lys 

Glu Arg 

Ala 

Leu Arg 



35 





40 




45 




Lys Asp 

Glu 

Ala 

Ser 

Lys 

lie 

Pro. 

.lie Trp 

Lys 

Glu 

Gin 

Tyr Arg 

Val 


50 





55 




60 





Val 

Gin 

Glu 

Glu 

Asn 

Gin 

val 

Ser 

Ser Thr 

Cys 

Val 

Tyr 

Leu 

Tyr 

Trp 

65 





70 




75 





80 

Leu 

Asn 

Ser 

Cys 

lie 















85 












<210> 5771 
<211> 2539 
<212> DNA 

<213 > Homo sapiens 
<4 00> 5771 

gtacacattc caaaaagaga ttgatacact tgcaatgaag ggttcttgct tgagggagcc 
60 

aggagtcggg tttgtcttgc caatggaagt tggagtggag ccactcccga ctgtgtgcct 
120 

gtcagatgtg ccaccccgcc acaactggcc aatggggtga cggaaggcct ggactatggc 
180 

ttcatgaagg aagtaacatt ccactgtcat gggctacatc ttgcacggtg ctccaaaact 
240 

cacctgtcag tcagaggcaa ctgggatgca gagattcctc tctgtaaacc agtcaactgt 
300 

ggacctcctg aagatcttgc ccatggtttc cctaatggtt tttcctttat tcatgggggc 
360 

catatacagt atcagtgctt tcctggttat aagctccatg gaaattcatc aagaaggtgc 
420 

ctctccaatg gctcctggag tggcagctca ccttcctgcc tgccttgcag atgttccaca 
480 

ccagtaattg aatatggaac tgtcaatggg acagattttg actgtggaaa ggcagcccgg 
540 

attcagtgct tcaaaggctt caagctccta ggactttctg aaatcacctg tgaagccgat 
600 

ggccagtgga gctctgggtt cccccactgt gaacacactt cttgtggttc tcttccaatg 
660 

ataccaaatg cgttcatcag tgagaccagc tcttggaagg aaaatgtgat aacttacagc 
720 

tgcaggtctg gatatgtcat acaaggcagt tcagatctga tttgtacaga gaaaggggta 
780 

tggaaccagc cttatccagt ctgtgagccc ttgtcctgtg ggtccccacc gtctgtcgcc 
840 

aatgcagtgg caactggaga ggcacacacc tatgaaagtg aagtgaaact cagatgtctg 
900 
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gaaggttata cgatggatac 
960 

ttccctgaga gaatctcctg 
1020 

atacttgtac atggggacga 
1080 

gggtatacct ttgagggagt 
1140 

ccattctccg atgaatcttg 
1200 

ggatttgtgg ttggcagtaa 
1260 

ggctatgaac tagaggggaa 
1320 

ggggtggcaa tatgcaaaga 
1380 

gctgacattg aaaacaggac 
1440 

agtcttgaag ggccatctga 
1500 

cctctctgca aaccaaatcc 
1560 

tctgaaaagg agttttatgt 
1620 

ctgcagggcc acggcatcat 
1680 

aaatgtgaaa aaatctcatg 
1740 

gtacattatc aatatggaga 
1800 

ggtttcctga ggagtgtttg 
1860 

gctgtctgtc gatttccatg 
1920 

ctgtccagag ggctggatgg 
1980 

gaacggaggt cgctgtgtgg 
2040 

tcgctgtcat acagctgttt 
2100 

aaaccgatgt cactgtcttt 
2160 

tgggttttaa ccactgcacg 
2220 

tagtgcctgg gcatcctgga 
2280 

tagtaaactt gttacttggg 
2340 

tgacatactt tcttacatgt 
2400 

atattaaata gatgctgctc 
2460 

agttcctggt acacattttt 
2520 


agatacagat acaatcacct 
cagtcctaaa aaatgtcctc 
tttcagtgtg aataggcaag 
taacatatca gtatgtcagc 
cagtccagtt tcttgtggga 
atacaccttt gaaagcacaa 
cagggaacgt gtctgccagg 
gaccaggtgt gaaactccac 
gactggaccc aacgtggtat 
ggcacactgc acagaaaatg 
atgccctgtt ccttttgtga 
tgatcagaat gtgtccatca 
tacctgcaac cccgacgaga 
tggtccacca gctcacgtag 
catgatcacc tactcatgtt 
tttagaaaat ggaacatgga 
tcagaatggg gggcatctgc 
ggcgcctctg tgaagaacca 
ccccttacca gtgtgactgc 
gccagtctcc ctgcttaaat 
cttcttggac gggacataac 
accatctggc tctcccaaaa 
acttatgcaa agaaagtcca 
gttacttttt ttattttgtg 
ttccattttt aaatatgcct 
taccctcaca aaatgtacat 
attcagttac ttaaaatgat 


gtcagaaaga tggtcgctgg 
tcccggaaaa cataacacat 
tttctgtgtc atgtgcagaa 
ttgatggaac ctgggagcca 
aacctgaaag tccagaacat 
ttatttatca gtgtgagcct 
agaacagaca gtggagtgga 
ttgaatttct caatgggaaa 
attcctgcaa cagaggctac 
gaacctggag ccacccagtc 
ttcccgagaa tgctctgctg 
aatgtaggga aggttttctg 
cgtggacaca gacaagcgcc 
aaaatgcaat tgctcgaggc 
acagtggata catgttggag 
catcacctcc tatttgcaga 
caacgcccaa atgcttgttc 
atctgcattc ttccctgtct 
ccgcctggct ggacggggtc 
ggtggaaaat gtgtaagacc 
tgttccagga aaaggaggac 
gcaggatcat ctctcctcgg 
acatggtgct gggtcttgtt 
atatattttg ttattccttg 
gtattttcta tataaaaatt 
attctgctgt ctattgggaa 
ttttccatta aagtatattt 
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tgctactaaa taaaaaaaa 
2539 

<210> 5772 
<211> 642 
<212> PRT 

<213> Homo sapiens 


<400> 5772 

Tyr Thr Cys Asn Glu Gly Phe Leu 
1 5 

Cys Leu Ala Asn Gly Ser Trp Ser 
20 

Val Arg Cys Ala Thr Pro Pro Gin 
35 40 

Leu Asp Tyr Gly Phe Met Lys Glu 
50 55 

His Leu Ala Arg Cys Ser Lys Thr 
65 70 

Asp Ala Glu lie Pro Leu Cys Lys 
85 

Asp Leu Ala His Gly Phe Pro Asn 
100 


Leu Glu Gly Ala Arg Ser Arg Val 
10 15 

Gly Ala Thr Pro Asp Cys Val Pro 
25 30 

Leu Ala Asn Gly Val Thr Glu Gly 
45 

Val Thr Phe His Cys His Gly Leu 
60 

His Leu Ser Val Arg Gly Asn Trp 
75 80 
Pro Val Asn Cys Gly Pro Pro Glu 
90 95 

Gly Phe Ser Phe He His Gly Gly 
105 HO 


His lie Gin Tyr Gin Cys Phe Pro 
115 120 
Ser Arg Arg Cys Leu Ser Asn Gly 
130 135 

Cys Leu Pro Cys Arg Cys Ser Thr 
145 150 

Asn Gly Thr Asp Phe Asp Cys Gly 
165 


Gly Tyr Lys Leu His Gly Asn Ser 
125 

Ser Trp Ser Gly Ser Ser Pro Ser 
140 

Pro Val lie Glu Tyr Gly Thr Val 
155 160 
Lys Ala Ala Arg lie Gin Cys Phe 
170 175 


Lys Gly Phe Lys Leu Leu Gly Leu 
180 

Gly Gin Trp Ser Ser Gly Phe Pro 
195 200 

Ser Leu Pro Met lie Pro Asn Ala 
210 215 

Lys Glu Asn Val lie Thr Tyr Ser 
225 230 

Gly Ser Ser Asp Leu lie Cys Thr 
245 

Tyr Pro Val Cys Glu Pro Leu Ser 
260 

Asn Ala Val Ala Thr Gly Glu Ala 
275 280 

Leu Arg Cys Leu Glu Gly Tyr Thr 
290 295 

Thr Cys Gin Lys Asp Gly Arg Trp 
305 310 

Pro Lys Lys Cys Pro Leu Pro Glu 
325 


Ser Glu lie Thr Cys Glu Ala Asp 
185 190 

His Cys Glu His Thr Ser Cys Gly 
205 

Phe lie Ser Glu Thr Ser Ser Trp 
220 

Cys Arg Ser Gly Tyr Val lie Gin 
235 240 

Glu Lys Gly Val Trp Asn Gin Pro 
250 255 

Cys Gly Ser Pro Pro Ser Val Ala 
265 270 

His Thr Tyr Glu Ser Glu Val Lys 
285 

Met Asp Thr Asp Thr Asp Thr lie 
300 

Phe Pro Glu Arg lie Ser Cys Ser 
315 320 

Asn lie Thr His lie Leu Val His 
330 335 


Gly Asp Asp Phe Ser Val Asn Arg Gin Val Ser Val Ser Cys Ala Glu 
340 345 350 

Gly Tyr Thr Phe Glu Gly Val Asn He Ser Val Cys Gin Leu Asp Gly 


4938 



WO 00/58473 


PCT/U SOO/0862 1 


355 360 365 

Thr Trp Glu Pro Pro Phe Ser Asp Glu Ser Cys Ser Pro Val Ser Cys 

370 375 380 

Gly Lys Pro Glu Ser Pro Glu His Gly Phe Val Val Gly Ser Lys Tyr 

385 390 . 395 400 

Thr Phe Glu Ser Thr lie lie Tyr Gin Cys Glu Pro Gly Tyr Glu Leu 
405 410 . 415 

Glu Gly Asn Arg Glu Arg Val Cys Gin Glu Asn Arg Gin Trp Ser Gly 

420 425 430 

Gly Val Ala lie Cys Lys Glu Thr Arg Cys Glu Thr Pro Leu Glu Phe 

435 440 445 

Leu Asn Gly Lys Ala Asp lie Glu Asn Arg Thr Thr Gly Pro Asn Val 

450 455 460 

Val Tyr Ser Cys Asn Arg Gly Tyr Ser Leu Glu Gly Pro Ser Glu Ala 

465 470 475 480 

His Cys Thr Glu Asn Gly Thr Trp Ser His Pro Val Pro Leu Cys Lys 

485 490 495 

Pro Asn Pro Cys Pro Val Pro Phe Val lie Pro Glu Asn Ala Leu Leu 

500 505 510 

Ser Glu Lys Glu Phe Tyr Val Asp Gin Asn Val Ser lie Lys Cys Arg 

515 520 525 

Glu Gly Phe Leu Leu Gin Gly His Gly He lie Thr Cys Asn Pro Asp 

530 535 540 

Glu Thr Trp Thr Gin Thr Ser Ala Lys Cys Glu Lys lie Ser Cys Gly 

545 550 555 560 

Pro Pro Ala His Val Glu Asn Ala lie Ala Arg Gly Val His Tyr Gin 

565 570 575 

Tyr Gly Asp Met lie Thr Tyr Ser Cys Tyr Ser Gly Tyr Met Leu Glu 

580 585 590 

Gly Phe Leu Arg Ser Val Cys Leu Glu Asn Gly Thr Trp Thr Ser Pro 

595 60.0 605 

Pro lie Cys Arg Ala Val Cys Arg Phe Pro Cys Gin Asn Gly Gly His 

610 „ 615 620 

Leu Pro Thr Pro Lys Cys Leu Phe Leu Ser Arg Gly Leu Asp Gly Ala 

625 630 635 640 

Pro Leu 

<210> 5773 
<211> 579 
<212> DNA 

<213> Homo sapiens 
<400> 5773 

nnacgcgtga ggggcctgag gcgagcggtt agagcgtctc ccggaaggat gggccggtct 
60 

cggagccgga gctcgtcccg ctccaagcac accaagagca gcaagcacaa caagaagcgc 
120 

agccggtccc ggtcgcgatc ccgggacaag gagcgcgtgc ggaagcgttc caaatctcgg 
180 

gaaagtaaac ggaaccggcg gcgggagtcg cggtcccgtt cgcgctccac caacacggcc 
240 

gtgtcccggc gcgagcggga ccgggagcgc cctcgtcccc gcccgaccgc atcgacatct 
300 
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tcgggcgcac ggtgagcaag cgcagcagcc tggacgagaa gcagaagcga gaggaggagg 
360 

agaagaaagc ggagttcgag cggcagcgaa aaattcgaca gcaagaaata gaagaaaaac 
420 

tcatcgagga agaaacagca cgaagagtag aagaattggt agcaanaaag ggtggaggaa 
480 

gaactggaga aaaggaagga tgaaattgaa cgagaagttc tccgaagggt ggaggaagcc 
540 

aaacgcatca tggaaaagca gttgctcgaa gaactcgag 
579 

<210> 5774 
<211> 104 
<212> PRT 

<213> Homo sapiens 
<400> 5774 

Xaa Arg Val Arg Gly Leu Arg Arg Ala Val Arg Ala Ser Pro Gly Arg 
1 5 10 15 

Met Gly Arg Ser Arg Ser Arg Ser Ser Ser Arg Ser Lys His Thr Lys 
20 25 30 

Ser Ser Lys His Asn Lys Lys Arg Ser Arg Ser Arg Ser Arg Ser Arg 
35 40 45 

Asp Lys Glu Arg Val Arg Lys Arg Ser Lys Ser Arg Glu Ser Lys Arg 
50 . 55 50 

Asn Arg Arg Arg Glu Ser Arg Ser Arg Ser Arg Ser Thr Asn Thr Ala 
65 .70 75 80 

Val Ser Arg Arg Glu Arg Asp Arg Glu Arg Pro Arg Pro Arg Pro Thr 
85 90 95 

Ala Ser Thr Ser Ser Gly Ala Arg 
100 

<210> 5775 
<211> 1441 
<212> DNA 

<213 > Homo sapiens 
<400> 5775 

cgtcctcctc ccgctcggaa ggtcccaagg tgagacacct tcagcaggtc tcagggaaga 
60 

tggcagccct aggggacatt caggagtccc cttctgtccc gtcccctgtc agtctctcat 
120 

caccggggac acctggaacc cagcaccacg agcctcagct tcacctccat gggcatcaac 
180 

atgcctaagg tgctctccca gccgtccgac ctggatctcc aagacgtaga ggaagtggag 
240 

atcggcagag acaccttctg gcccgactcc gagcccaagc cggagcaggc tccacgctct 
300 

cctggctctc aggcccctga cgagggggcg ggcggggcgc tgcgcacctc cgtgaggagc 
360 

cttccccgca gggcccggtg cagcgccggc ttcgggcctg aatccagcgc ggagcggccg 
420 

gcgggccagc cgcctggggc cgtcccttgc gcccagccgc ggggcgcctg gcgcgtgacg 
480 
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ctcgtgcagc aagcagcggc cgggcccgag ggtgcgcccg agcgggctgc cgagctggga 
540 

gtcaacttcg gtcggagccg gcagggcagc gcgcggggga ccaagccgca caggtgcgag 
600 

gcctgcggca agagtttcaa gtataactcg ctgctcctga agcaccagcg catccacacg 
660 

ggcgagaagc cctacgcctg ccacgagtgc ggcaagtgtt tcgccgcagc ttcgcgcttc 
720 

atccagcacc agcgcatcca cagcggcgag aagccctacg cctgccccga gtgcagcaag 
780 

accttcacgc gcagctccaa cctcatcaag caccaggtca tccacagcgg cgagcggccc 
840 

ttcgcctgcg gcgactgcgg caaactgttc cgccgcagct tcgcgctcct ggagcacgcg 
900 

cgcgtgcaca gcggcgagaa gccctacgag tgctccgact gcggcaagtg cttccgcggc 
960 

cgctcgcact tcttccggca caaccgcaca cacacgggcg agaagcccta ccactgcctc 
1020 

gactgcggca agagcttcag ccacagctcg cacctcatca agcaccagcg cacccaccgt 
1080 

ggcgtgcggc cctacgcctg cccgttgtgt ggcaagagct tcagccggcg ctccaacctg 
1140 

caccggcacg agaagatcca caccaccggg cccaaggccc tggccatgct gatgctgggg 
1200 

gcggcggcgg cgggggctct ggccacaccc ccacccgctc ccacctagga ggccaggaaa 
1260 

99999 a 9 c 99 ggcgcccagg gccactggaa cagccccact ggagtcaagg ctccgaggga 
1320 

ggagagaggg gctcgggaag ggagctgggg cggtgagggc atggggtgag gcatggcgat 
1380 

gggggagggc gagggcgaga aagggcaggc actctgcgaa ttaaaggcct tggacttgaa 

1440 
a 

1441 

<210 > 5776 

< 2 1 1 > 359 

<212 > PRT 

<213 > Homo sapiens 

<4 00> 5776 

Met Gly lie Asn Met Pro Lys Val Leu Ser Gin Pro Ser Asp Leu Asp 
15 10 15 

Leu Gin Asp Val Glu Glu Val Glu lie Gly Arg Asp Thr Phe Trp Pro 
20 25 30 

Asp Ser Glu Pro Lys Pro Glu Gin Ala Pro Arg Ser Pro Gly Ser Gin 
35 40 45 

Ala Pro Asp Glu Gly Ala Gly Gly Ala Leu Arg Thr Ser Val Arg Ser 
50 55 60 

Leu Pro Arg Arg Ala Arg Cys Ser Ala Gly Phe Gly Pro Glu Ser Ser 

65 70 75 80 

Ala Glu Arg Pro Ala Gly Gin Pro Pro Gly Ala Val Pro Cys Ala Gin 

85 90 95 

Pro Arg Gly Ala Trp Arg Val Thr Leu Val Gin Gin Ala Ala Ala Gly 


4941 



WO 00/58473 


PCT/U S00/0862 1 





100 





105 



Pro 

Glu 

Gly 

Ala 

Pro 

Glu 

Arg 

Ala 

Ala 

Glu 

Leu 



115 





120 




Arg 

Ser 

Arg 

Gin 

Gly 

Ser 

Ala 

Arg 

Gly 

Thr 

Lys 


130 





135 





Ala 

Cys 

Gly 

Lys 

Ser 

Phe 

Lys 

Tyr 

Asn 

Ser 

Leu 

145 





150 





155 

Arg 

lie 

His 

Thr 

Gly 

Glu 

Lys 

Pro 

Tyr 

Ala 

Cys 





165 





170 


Cys 

Phe 

Ala 

Ala 

Ala 

Ser 

Arg 

Phe 

lie 

Gin 

His 




180 





185 



Gly 

Glu 

Lys 

Pro 

Tyr 

Ala 

Cys 

Pro 

Glu 

Cys 

Ser 



195 





200 




Ser 

Ser 

Asn 

Leu 

He 

Lys 

His 

Gin 

Val 

lie 

His 


210 





215 





Phe 

Ala 

Cys 

Gly 

Asp 

Cys 

Gly 

Lys 

Leu 

Phe 

Arg 

225 





230 





235 

Leu 

Glu 

His 

Ala 

Arg 

Val 

His 

Ser 

Gly 

Glu 

Lys 





245 





250 


Asp 

Cys 

Gly 

Lys 

Cys 

Phe 

Arg 

Gly 

Arg 

Ser 

His 




260 





265 



Arg 

Thr 

His 

Thr 

Gly 

Glu 

Lys 

Pro 

Tyr 

His 

Cys 



275 





280 




Ser 

Phe 

Ser 

His 

Ser 

Ser 

His 

Leu 

lie 

Lys 

His 


290 





295 





Gly 

Val 

Arg 

Pro 

Tyr 

Ala 

Cys 

Pro 

Leu 

Cys 

Gly 

305 





310 





315 

Arg 

Ser 

Asn 

Leu 

His 

Arg 

His 

Glu 

Lys 

lie 

His 





325 





330 


Ala 

Leu 

Ala 

Met 

Leu 

Met 

Leu 

Gly 

Ala 

Ala 

Ala 




340 





345 



Thr 

Pro 

Pro 

Pro 

Ala 

Pro 

Thr 







355 










<210> 5777 
<211> 1431 
<212> DNA 

<213> Homo sapiens 
<400> 5777 

ggaaggctcg cctgggagct catacctggc tggggccgag 
60 

gggagcgctt tctcccggga accgcggctg tgacccaagt 
120 

tgcgtgcggc ctgcctcaag caaccaggta cgtaggtcgg 
180 

gtgggagccg gagggcgaca gtcagagccg gggtgccagc 
240 

acttaggacc ccgtcgttct gcgaagcggc cacgtctgag 
300 

gcagatgtcg ccttaggacc tcggccagga taccctctgc 
360 

gatcaccgac tggcccttgt aagcaccttc gcagcaggaa 
420 


110 

Gly Val Asn Phe Gly 
125 

Pro His Arg Cys Glu 
140 

Leu Leu Lys His Gin 
160 

His Glu Cys Gly Lys 
175 

Gin Arg lie His Ser 
190 

Lys Thr Phe Thr Arg 
205 

Ser Gly Glu Arg Pro 
220 

Arg Ser Phe Ala Leu 
240 

Pro Tyr Glu Cys Ser 
255 

Phe Phe Arg His Asn 
270 

Leu Asp Cys Gly Lys 
285 

Gin Arg Thr His Arg 
300 

Lys Ser Phe Ser Arg 
320 

Thr Thr Gly Pro Lys 
335 

Ala Gly Ala Leu Ala 
350 


gattggctgt tccggggcta 
ggcccggacc agtttggggc 
cggcccagct cggcgctgcg 
gggacgcgac cgccagatcc 
tcccggggcc tcctcgtgct 
catgctcttg tgctgcccgt 
gcccagagct gcgcctgccc 
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tttctgaagg 

480 

ctgtggaaga 

ggttggagtg 

ggcgcatctt 

agcttgcccc 

atccccattt 

gaggtctgtc 

540 

ggagctgccc 

ttcagtgtga 

gcatccacaa 

tgggtacccc 

agcctcggtg 

gtcagtgagc 

600 

cacccccttg 

gcaggccccg 

attgaggccc 

ggggccgcaa 

gcaggcctcg 

gccaacatct 

660 

tccaggacgc 

cgagctgctg 

cagatccaag 

ccctgtttca 

acgcagcggg 

gaccagctgg 

720 

ccgaggaacg 

ggcacagatc 

atctgggaat 

gtgcagggga 

ccaccgtgtg 

gctgaggccc 

780 

tcaagaggct 

gcgcaggaag 

aggcccccaa 

ggcagaaacc 

ccctgggcca 

ctcgctacac 

840 

cactgcagcc 

gcctcagaat 

cctggagccc 

cactctgcac 

tggccaaccc 

acagagtgcc 

900 

acagagacag 

cctccagtga 

gcagtatctg 

cactctagga 

agaaaagtgc 

caggatccgc 

960 

cggaactgga 

ggaagtcagg 

ccccacaagc 

tacctccacc 

agatcagaca 

ctgatccagg 

1020 

gaaagagcca 

ggaatggcag 

tgtcttccct 

cttgccaaaa 

ggcctgggga 

ggtgaaggaa 

1080 

gagagacttt 

aggcaagcag 

cccaaagggg 

taaatgaaag 

caagaggctg 

ctgccactga 

1140 

cctgctccat 

tcagaacaag 

actggatgct 

tctgttgagc 

tctccattat 

gtgggaccca 

1200 

ttcctcacca 

aaatgaggag 

agacagtgac 

tgttcctgcc 

acagtccttc 

ccagtctaac 

1260 

actattcctg 

ggctgcatga 

tattcccctg 

ggagcaaagt 

gacaggcact 

tagatgcagc 

1320 

atttcaccac 

tcatgctact 

aatcatctac 

ctgctactac 

tgtaaaccat 

ggttccagca 

1380 

gcctgttcca 

cacccccaca 

ccatcaggat 

agcacaggga 

aactgtagtt 

taagtggcaa 

ataaaaacat 

ttgcatcaaa 

aaaaaaaaaa 

aaaaaaaaaa 

a 


1431 


<210> 5778 

<2 11> 164 

<212> PRT 

<213> Homo sapiens 


<400> 5778 


Met 

Leu 

Thr 

Leu 

Lys 

Gly 

Ser 

Ser 

Asp 

Arg 

Pro 

Gin 

Met 

Gly 

Met Gly 

1 




5 





10 





15 

Gin 

Ala 

Lys 

Met 

Arg 

Pro 

Leu 

Gin 

Pro 

Leu 

Pro 

Gin 

Pro 

Ser 

Glu Arg 




20 





25 





30 


Ala Gly 

Ala 

Ala 

Leu 

Gly 

Phe 

Leu 

Leu 

Arg 

Arg 

Cys 

Leu 

Gin 

Gly Pro 



35 





40 





45 



Val 

Gly 

Asp 

His 

Gly 

Gin 

His 

Lys 

Ser 

Met 

Ala 

Glu 

Gly 

lie 

Leu Ala 


50 





55 





60 




Glu 

Val 

Leu 

Arg 

Arg 

His 

Leu 

Gin 

His 

Glu 

Glu 

Ala 

Pro 

Gly 

Leu Arg 

65 





70 





75 




80 

Arg Gly 

Arg 

Phe 

Ala 

Glu 

Arg 

Arg 

Gly 

Pro 

Lys 

Trp 

He 

Trp 

Arg Ser 





85 





90 





95 

Arg 

Pro 

Ala 

Gly 

Thr 

Pro 

Ala 

Leu 

Thr 

Val 

Ala 

Leu 

Arg 

Leu 

Pro Pro 
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100 

Gin Arg Arg Ala Gly 
115 

Ala Ala Arg Ser Pro 
130 

Val Pro Gly Arg Lys 
145 

Pro Ser Gin Val 


105 HO 

Pro Pro Thr Tyr Val Pro Gly Cys Leu Arg Gin 
120 125 

Lys Leu Val Arg Ala Thr Trp' Val Thr Ala Ala 
135 140 

Arg Ser Leu Ala Pro Glu Gin Pro lie Leu Gly 
150 155 160 


<210> 5779 
<211> 371 
<212> DNA 


<213> Homo sapiens 
<4 00> 5779 

ctcttgagac gtgtggaggg aaggaaggga agaacccatg atctacccca gaggcatgga 
60 

cgggagagag gggtgatttc agccttgtct ggcatccctt gtgtctgcnt gagggtgtgt 
120 

gcacacggga atgtgtgcgg gtgtgtgtgc gtgcatgcag ctgtgtgtgg atgtgcantc 
180 

gtgtgtgggt gtgtaggtgt gtgtgggtgt gtgcaccagt gcaggtgtgc atgggtgtgt 
240 

acaggtgggt gtgtgtatgt gtgtgggggt gtgcccatct gtgcaggtgt gtgggtgtgc 
300 

agggtcncat gcctgtgtgt gggtgtgncc ccgtgtgtac ccctgtggag gtgtgtgggt 
360 


gtgtgcagtg t 
371 


<210> 5780 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<400> 5780 


Leu 

1 

Leu 

Arg 

Arg 

Val 

5 

Glu 

Gly 

Gin 

Arg 

His 

Gly 

20 

Arg 

Glu 

Arg 

Pro 

Cys 

Val 

35 

Cys 

Xaa 

Arg 

Val 

Val 

Cys 

50 

Val 

His 

Ala 

Ala 

Val 

55 

Val 

65 

Gly 

Val 

Cys 

Gly 

Cys 

70 

Val 

Thr 

Gly 

Gly 

Cys 

Val 

85 

Tyr 

Val 

Val 

Trp 

Val 

Cys 

100 

Arg 

Val 

Xaa 

Val 

Pro 

Leu 

115 

Trp 

Arg 

Cys 

Val 


Arg Lys 

Gly 

Arg 

Thr 

His 

Asp 


10 





Gly val 

lie 

Ser 

Ala 

Leu 

Ser 

25 





30 

Cys Ala 

His 

Gly Asn 

Val 

Cys 

40 




45 


Cys Gly 

Cys 

Ala 

Xaa 

Val 

Cys 




60 



His Gin 

Cys 

Arg 

Cys 

Ala 

Trp 



75 




Cys Gly 

Gly 

Val 

Pro 

lie 

Cys 


90 





Cys Leu 

Cys 

Val 

Gly 

Val 

Xaa 

105 





110 

Gly Val 

Cys 

Ser 





120 


Leu Pro 
15 

Gly He 

Gly Cys 

Gly Cys 

Val Cys 
80 

Ala Gly 
95 

Pro Cys 
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<210> 5781 

<211> 845 

<212> DNA 

<213> Homo sapiens 

<400 > 5781 

ggggttcogt gccccaaaat cgagggagcc gtgggcttgg ggtccggatc gcggccgcgg 
60 

ggcgctggcg tgcggtgtca tttctgcggt gtaaatgctc ccaccttggc cgatttcaag 
120 

ccaccaggtg aggatggcac tgcaacatct tccactgagg ctccagctgc cctctcaggt 
180 

acatcagggc ctggancgtc ctctcctcca ggagggccag gactcggccc cctgccagcc 
240 

cccgaagcat tgcagccagg agtgcagcgt gggggccctg caggccatgg ccaggcccca 
300 

gcgccaccag caccaggtca ggctggaagc cataggccag gggcagcacc aagcccaaga 
360 

tgcagctcag gaaaccaccg gtcatcactg gcagtggcgt ggagacatgg aacatggata 
420 

gggcagccgc ctccttgccc ctgatgttca gccacagact cctcccgtca tgggcgaggt 
480 

ctggaggccg gtccagctgt cccagggcca cgcacagcag cctggaagaa gagctggcct 
540 

caggacaggt gttcatgttg tccagagtcc attcccagaa ctctctgtgc ttggccagcc 
600 

aggatagggg tgcccacagg tcctgccgtc agaggctcag gatggccaag tgaggcttac 
660 

ctctgggctc cgtgggacag gcctctccga acagccacat ccagggtggc tgctgcagca 
720 

gaggctggag tggctgctat accactgttc acctgtggga tgaataaaca gtggagaatg 
780 

aggcaccaac caactcccaa gccaggtaaa cagatccaca gttcccttca ttcggtgtgt 

840 

ctctg 

845 

<210> 5782 
<211> 147 
<212> PRT 

<213 > Homo sapiens 


<400> 5782 


Gly Val 
1 

Pro 

Cys 

Pro 

5 

Lys 

He 

Glu 

Gly 

Ala 

10 

Val Gly 

Leu 

Gly 

Ser 

15 

Gly 

Ser Arg 

Pro 

Arg 

20 

Gly Ala 

Gly 

Val 

Arg 

25 

Cys 

His Phe 

Cys 

Gly 

30 

Val 

Asn 

Ala Pro 

Thr 

35 

Leu 

Ala 

Asp 

Phe 

Lys 

40 

Pro 

Pro 

Gly Glu 

Asp 

45 

Gly 

Thr 

Ala 

Thr Ser 
50 

Ser 

Thr 

Glu 

Ala 

Pro 

55 

Ala 

Ala 

Leu 

Ser Gly 
60 

Thr 

Ser 

Gly 

Pro 

Gly Xaa 
65 

Ser 

Ser 

Pro 

Pro 

70 

Gly 

Gly 

Pro 

Gly 

Leu Gly 
75 

Pro 

Leu 

Pro 

Ala 

80 

Pro Glu 

Ala 

Leu 

Gin 

Pro 

Gly 

Val 

Gin 

Arg 

Gly Gly 

Pro 

Ala 

Gly 

His 
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85 90 95 

Giy Gin Ala Pro Ala Pro Pro Ala Pro Gly Gin Ala Gly Ser His Arg 

100 ios 110 


Pro Gly Ala Ala Pro Se 
115 

Ser Leu Ala Val Ala Tr 
130 

Pro Cys Pro 
145 

< 2 1 0 > 5783 

<211> 1839 

<212 > DNA 

<213 > Homo sapiens 

<400> 5783 

gtgggagcgg ccatggaccg 
60 

ctggtgatcc agcagcgcgg 
120 

gctgggactc tccttcttag 
180 

tgttgcatgg ccattctcct 
240 

gggaagagtg ccaaaatagt 
300 

ccattccaga gtagtaagaa 
360 

gagttttaca ggcgtttatc 
420 

tcccagtcat tacaaacaaa 
480 

gtaggtattg aaaggaaact 
540 

gcctttgaag acctcagcaa 
600 

tcaattgcta ataaaattaa 
660 

tttaaatcct acttgctgag 
720 

tcaggcacac agtaccacat 
780 

ttagaggaac gagggggaat 
840 

cgaggaatgg aattgctctc 
900 

ctgaaattac ctctcaggct 
960 

tctcacaagg aagaggaaat 
1020 

ctaacatcag aagagtttgc 
1080 

ttgctgcttg cagagaagat 
1140 


Pro Arg Cys Ser Ser 
120 

Arg His Gly Thr Trp 
135 


cttcgtttgg accagcggcc 
ggtgcgaatc tacgatggcg 
tacacaccga ctgatttgga 
ttcccaaatt gtgttcattg 
ggttcatctt cacccagctc 
ctcctacatc aaactctcct 
agaggaaatg acacaaagaa 
tagaggaccc cagccaggaa 
ggaagaaaaa agaaaagaaa 
actaatgatc aaggctaagg 
agacaaacaa ggtgacatca 
catgggaata gctaacccag 
gcagctggcc aaacaactgg 
aatgtcactc acggaggtgt 
accagaagat ttagtgaatg 
ccgtgtgttt gacagtggcg 
ggtggcctcg gccctggaga 
taagcttgtg ggaatgtctg 
gggccatctt tgccgtgatg 


Gly Asn His Arg Ser 
125 

lie Gly Gin Pro Pro 
140 


tcctggagat caacgagacc 
aggagaagat aaaatttgat 
gagatcagaa aaatcatgag 
aagaacaggc ggctggaatt 
ctcctaacaa agaacctggc 
tcaaagaaca tggccagatt 
gatgggagaa tatgccagtt 
gaataagggc tgtaggaatt 
ctgacaaaaa catttctgag 
aaatggtgga attatcaaaa 
cagaagatga gaccatcagg 
ttaccagaga aacctacggc 
ctggaatatt gcaggtgcct 
actgcttagt aaaccgagct 
cgtgcaagat gctggaagca 
tcatggtaat tgagcttcag 
cagtttcaga aaagggatcc 
tcctcctagc caaagaaagg 
actcagtgga aggcctgcgt 
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ttttacccaa atttatttat gacacagagc taagggtttt gtatttaaaa tcctttttgt 
1200 

ccatatgctt gcgtcatgta gaggttgtat gacattgagc taagagataa accccgatca 
1260 

attgagaatt tattggaact tcacagtgca atgtaaatct cttttaattt ctccccaaat 
1320 

atggtccagg aaatttattt agtatacgca taggaaaatt cagaaaagtg aatgccaata 
1380 

tgaatttaaa atcatgctat agtgcagaac cctcagagtt taacttggaa tatagtggat 
1440 

tttaacttga tcctcaaatc taatcatttt ataaagaagg gaatttagtt ttgcagagaa 
1500 

taaaaagaga agttgcatgt tcagacaggt tagattatta ttttggtgta actgaaattc 
1560 

actgattgca catgacaatg ttgggacaaa atatactgca gcatgctata tgaggctcct 
1620 

ccccagggct tttagaagca gtcatagaca tgtcttcaac ataccaaata aaataccttt 
1680 

aaaaatgaaa taattttatt tgacacatta tttatatata ttctatctag gtttctcttt 
1740 

gtttttttta aagtgatgat ttcatggact gggcatttaa aagaaatggc aactgtggtc 
1800 

catttttggt ttttccaaat gctgtggaat ttttggaaa 
1839 

<210 > 5784 
<211> 386 
<212> PRT 

<213 > Homo sapiens 


<400> 5784 


Met Asp 

Arg 

Phe 

Val 

Trp 

Thr 

Ser 

Gly 

Leu 

Leu 

Glu 

lie 

Asn 

Glu 

Thr 

1 



5 





10 





15 


Leu Val 

He 

Gin 

Gin 

Arg 

Gly 

Val 

Arg 

lie 

Tyr Asp 

Gly 

Glu 

Glu 

Lys 



20 





25 





30 



lie Lys 

Phe 

ASp 

Ala 

Gly 

Thr 

Leu 

Leu 

Leu 

Ser 

Thr 

His 

Arg 

Leu 

lie 


35 





40 





45 




Trp Arg 

Asp 

Gin 

Lys 

Asn 

His 

Glu 

Cys 

Cys 

Met 

Ala 

lie 

Leu 

Leu 

Ser 

50 





55 





60 





Gin lie 

Val 

Phe 

lie 

Glu 

Glu 

Gin 

Ala 

Ala 

Gly 

lie 

Gly 

Lys 

Ser 

Ala 

65 




70 





75 





80 

Lys lie 

Val 

Val 

His 

Leu 

His 

Pro 

Ala 

Pro 

Pro 

Asn 

Lys 

Glu 

Pro 

Gly 



85 





90 





95 


Pro Phe 

Gin 

Ser 

Ser 

Lys 

Asn 

Ser 

Tyr 

lie 

Lys 

Leu 

Ser 

Phe 

Lys 

Glu 



100 





105 





110 



His Gly 

Gin 

lie 

Glu 

Phe 

Tyr 

Arg 

Arg 

Leu 

Ser 

Glu 

Glu 

Met 

Thr 

Gin 


115 





120 





125 




Arg Arg 

Trp 

Glu 

Asn 

Met 

Pro 

Val 

Ser 

Gin 

Ser 

Leu 

Gin 

Thr 

Asn 

Arg 

130 





135 





140 





Gly Pro 

Gin 

Pro 

Gly 

Arg 

lie 

Arg 

Ala 

Val 

Gly 

lie 

Val 

Gly 

lie 

Glu 

145 




150 





155 





160 

Arg Lys 

Leu 

Glu 

Glu 

Lys 

Arg 

Lys 

Glu 

Thr 

Asp 

Lys 

Asn 

lie 

Ser 

Glu 



165 





170 





175 


Ala Phe 

Glu 

Asp 

Leu 

Ser 

Lys 

Leu 

Met 

lie 

Lys 

Ala 

Lys 

Glu 

Met 

Val 
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180 





185 





190 



Glu 

Leu 

Ser 

Lys 

Ser 

He 

Ala 

Asn 

Lys 

lie 

Lys 

Asp 

Lys 

Gin 

Gly 

Asp 



195 





200 





205 




lie 

Thr 

Glu 

Asp 

Glu 

Thr 

lie 

Arg 

Phe 

Lys 

Ser Tyr 

Leu 

Leu 

Ser 

Met 


210 





215 


- 



220 





Gly He 

Ala 

Asn 

Pro 

Val 

Thr 

Arg 

Glu 

Thr 

Tyr Gly 

Ser 

Gly 

Thr 

Gin 

225 





230 





235 





240 

Tyr 

His 

Met 

Gin 

Leu 

Ala 

Lys 

Gin 

Leu 

Ala 

Gly 

lie 

Leu 

Gin 

Val 

Pro 




245 





250 





255 


Leu 

Glu 

Glu 

Arg 

Gly 

Gly 

lie 

Met 

Ser 

Leu 

Thr 

Glu 

Val 

Tyr 

Cys 

Leu 




260 





265 





270 



Val 

Asn 

Arg 

Ala 

Arg 

Gly 

Met 

Glu 

Leu 

Leu 

Ser 

Pro 

Glu 

Asp 

Leu 

Val 



275 





280 





285 




Asn 

Ala 

Cys 

Lys 

Met 

Leu 

Glu 

Ala 

Leu 

Lys 

Leu 

Pro 

Leu 

Arg 

Leu 

Arg 


290 





295 





300 





Val 

Phe 

Asp 

Ser 

Gly 

Val 

Met 

Val 

lie 

Glu 

Leu 

Gin 

Ser 

His 

Lys 

Glu 

305 





310 





.315 





320 

Glu 

Glu 

Met 

Val 

Ala 

Ser 

Ala 

Leu 

Glu 

Thr 

Val 

Ser 

Glu 

Lys 

Gly 

Ser 





325 





330 





335 


Leu 

Thr 

Ser 

Glu 

Glu 

Phe 

Ala 

Lys 

Leu 

Val 

Gly Met 

Ser 

Val 

Leu 

Leu 




340 





345 





350 



Ala 

Lys 

Glu 

Arg 

Leu 

Leu 

Leu 

Ala 

Glu 

Lys 

Met 

Gly 

His 

Leu 

Cys 

Arg 



355 





360 





365 




Asp Asp 

Ser 

Val 

Glu 

Gly 

Leu 

Arg 

Phe 

Tyr 

Pro 

Asn 

Leu 

Phe 

Met 

Thr 


370 





375 





380 






Gin Ser 
385 . 

<210> 5785 
<211> 785 
<212> DNA 

<213 > Homo sapiens 
<400> 5785 

tttttttttt ttttgacagt ttctccactt tattagcctg gagctcctcc ctgccagccc 
60 

caggggctgg tcgctggtcc ctgggcacag tgagcagggc tgaggtcaga cgggttcggc 
120 

ccttggccat ggcagcttgg ttgggacagc cgggccaagg gaaaaaaagg tgcaaaagtc 
180 

caaatgctgg cacttcaggt gtggccggca cccagccagg cgcagtgggt gggcagggcg 
240 

ccatgcttct ctcctggcga caggtcggcc gtgtagcagc gccccctccc agcagccact 
300 

aggaacagct ggtgattctc gccaggaact gctgcgccca ccactcgtct aggtcaatgg 
360 

gcacaaagtt ctgcagccgg ggattggggg tcctctccac gtactgcaca ggccttggcc 
420 

cgccctcacc ggctgggcca ccatccagct gctgttgcac ctgctgccag gcttcggaca 
480 

caaagcggac attctccttg tgggccagtg tgtaggtctc ctgggtcccc tggagggatg 
540 

gggacttgga ggggtcccgc cggcgattca cacgattgaa cacaagcctt ggccctgcac 
600 
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tcgacagggg ccagggtccc agcggctgcg cgagagctgc gcccgctggg gctgcaaggt 
660 

cggcggcgcg ggctgccggc ttttcaggag ctcctggagc tggcccttca cctgctgctg 
720 

cgtgagacct gtgcggctgc gcgaccaatt tgctgggccc gttgatgatg gtgtacatgg 

780 

cgcgc 

785 

<210> 5786 
<2 11> 159 
<212> PRT 

<213> Homo sapiens 
<400> 5786 


Met 

Tyr 

Thr 

He 

lie 

Asn 

Gly Pro 

Ser 

Lys 

Leu 

Val 

Ala 

Gin 

Pro 

His 

1 



5 




10 





15 


Arg 

Ser 

His 

Ala 

Ala 

Ala 

Gly Glu 

Gly 

Pro 

Ala 

Pro 

Gly 

Ala 

Pro 

Glu 



20 




25 





30 



Lys 

Pro 

Ala 

Ala 

Arg 

Ala 

Ala Asp 

Leu 

Ala 

Ala 

Pro 

Ala 

Gly 

Ala 

Ala 


35 




40 





45 




Leu 

Ala 

Gin 

Pro 

Leu 

Gly Pro Trp 

Pro 

Leu 

Ser 

Ser 

Ala 

Gly 

Pro 

Arg 


50 





55 




60 





Leu 

Val 

Phe 

Asn 

Arg 

Val 

Asn Arg 

Arg 

Arg 

Asp 

Pro 

Ser 

Lys 

Ser 

Pro 

65 





70 




75 





80 

Ser 

Leu 

Gin 

Gly 

Thr 

Gin 

Glu Thr 

Tyr 

Thr 

Leu 

Ala 

His 

Lys 

Glu 

Asn 





85 




90 





95 


Val 

Arg 

Phe 

Val 

Ser 

Glu 

Ala Trp 

Gin 

Gin 

Val 

Gin 

Gin 

Gin 

Leu Asp 



100 




105 





110 



Gly Gly 

Pro 

Ala 

Gly 

Glu Gly Gly 

Pro 

Arg 

Pro 

Val 

Gin 

Tyr 

Val 

Glu 



115 




120 





125 




Arg 

Thr 

Pro 

Asn 

Pro 

Arg 

Leu Gin 

Asn 

Phe 

Val 

Pro 

lie 

Asp 

Leu Asp 

130 





135 




140 





Glu Trp 

Trp 

Ala 

Gin 

Gin 

Phe Leu 

Ala 

Arg 

lie 

Thr 

Ser 

Cys 

Ser 



145 150 155 

< 2 1 0 > 5787 

<211> 1683 

<212> DNA 

<213> Homo sapiens 

<4 00> 5787 

nnngctccag tccagtcgtg cagnggngng ntctttcctc cgctcaagtc caggaacggt 
60 

tcccgggctc ccaccgtctc ggnangccca cgngcctggg ccaaagtccg cgaacggaag 
120 

ccgnggcgag gaggattctg ggagttggag gccgaggctg cgaccngcag gcgcaaacct 
180 

gcccctgggg tgagggctgt aagtggcgcg attcgcggca gcgccccgat ggaacctcct 
240 

ggtcctgtga gggggccctt gcaagattcc agctggtatg agccttctgc agagctagtg 
300 

cagactagga tggctgtatc actaacagca gctgaaactc tggcccttca gggtacacag 
360 
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ggacaagaga agatgatgat gatgggacca aaggaagagg aacagtcttg tgagtatgag 
420 

accaggctac ctgggaacca ctctaccagt caagagatct tccgccaacg cttcaggcat 
480 

ctccgctacc aggagactcc tggtccccgg gaggccttga gccaactacg agtactctgc 
540 

tgtgagtggc tgaggccaga gaaacacacg aaggagcaga tcctggagtt cctggtgctg 
600 

gaacaattct tgaccatcct gcctgaggag ctccaatcct gggtgcgggg acatcaccct 
660 

aagagtggag aggaggctgt gactgtgctg gaggatttag agaaaggact tgaaccagag 
720 

ccgcaggtcc caggccctgc acatggacct gcacaggaag agccatggga gaagaaggaa 
780 

tctctgggag cagcccagga agcactgagc atccagctcc agcctaagga gacccagcct 
840 

ttcccaaaga gtgaacaggt atatttacat tttctgtcag ttgttacaga agatggccca 
900 

gagcccaagg acaaaggatc attgccacaa ccacccatta ctgaagtgga atcacaggtg 
960 

ttctcagaaa aacttgctac tgacacctct acatttgaag ctacctctga gggtacctta 
1020 

gaactgcagc agagaaatcc caaagcggag agactgaggt ggtcccctgc ccaggaggaa 
1080 

agtttcaggc agatggttgt catccataag gaaattccca cagggaagaa agaccatgaa 
1140 

tgtagtgaat gtggtaaaac cttcatttat aactcacatc ttgttgtcca ccagagagtt 
1200 

cattctggag agaaacccta taagtgtagt gactgtggga aaactttcaa acagagctca 
1260 

aacctcggtc agcatcagag aattcataca ggagagaaac ccttcgaatg taatgaatgt 
1320 

gggaaggcct tcagatgggg tgctcatctt gttcagcatc agaggattca ctcaggagag 
1380 

aagccctatg agtgtaatga gtgtgggaag gcctttagtc aaagctcata tctaagtcag 
1440 

catcggagaa ttcacagtgg agagaaacct tttatatgta aagaatgtgg gaaagcttat 
1500 

ggatggtgct cagagctcat tagacatcgg agagttcatg ccagaaaaga gccttcccat 
1560 

tgaattgaag gggagaacgt ctccagacag aattctacat cggtctaatc tactttagga 
1620 

ctggatccca taaaagttat aagttcctta aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1680 
aaa 
1683 

<210> 5788 

<211> 417 

<212> PRT 

<213> Homo sapiens 

<4 00> 5788 

Met Ala Val Ser Leu Thr Ala Ala Glu Thr Leu Ala Leu Gin Gly Thr 
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1 5 

Gin Gly Gin Glu Lys Met Met Met 
20 

Ser Cys Glu Tyr Glu Thr Arg Leu 
35 40 

Glu lie Phe Arg Gin Arg Phe Arg 
50 55 

Gly Pro Arg Glu Ala Leu Ser Gin 
65 70 

Leu Arg Pro Glu Lys His Thr Lys 
85 

Leu Glu Gin Phe Leu Thr He Leu 
100 

Arg Gly His His Pro Lys Ser Gly 
115 120 

Asp Leu Glu Lys Gly Leu Glu Pro 
130 135 

His Gly Pro Ala Gin Glu Glu Pro 
145 150 

Ala Ala Gin Glu Ala Leu Ser He 
165 

Pro Phe Pro Lys Ser Glu Gin Val 
180 

Thr Glu Asp Gly Pro Glu Pro Lys 
195 200 

Pro lie Thr Glu Val Glu Ser Gin 
210 215 

Asp Thr Ser Thr Phe Glu Ala Thr 
225 230 

Gin Arg Asn Pro Lys Ala Glu Arg 
245 

Glu Ser Phe Arg Gin Met Val Val 
260 

Lys Lys Asp His Glu Cys Ser Glu 
275 280 

Ser His Leu Val Val His Gin Arg 
290 295 

Lys Cys Ser Asp Cys Gly Lys Thr 
305 310 

Gin His Gin Arg lie His Thr Gly 
325 

Cys Gly Lys Ala Phe Arg Trp Gly 
340 

lie His Ser Gly Glu Lys Pro Tyr 
355 360 

Phe Ser Gin Ser Ser Tyr Leu Ser 
370 375 

Glu Lys Pro Phe lie Cys Lys Glu 
385 390 

Ser Glu Leu lie Arg His Arg Arg 
405 

His 


10 15 

Met Gly Pro Lys Glu Glu Glu Gin 
25 30 

Pro Gly Asn His Ser Thr Ser Gin 
45 

His Leu Arg Tyr Gin Glu Thr Pro 
60 

Leu Arg Val Leu Cys Cys Glu Trp 
75 80 

Glu Gin lie Leu Glu Phe Leu Val 
90 95 

Pro Glu Glu Leu Gin Ser Trp Val 
105 HO 

Glu Glu Ala Val Thr Val Leu Glu 
125 

Glu Pro Gin Val Pro Gly Pro Ala 
140 

Trp Glu Lys Lys Glu Ser Leu Gly 
155 160 

Gin Leu Gin Pro Lys Glu Thr Gin 
170 175 

Tyr Leu His Phe Leu Ser Val Val 
185 190 

Asp Lys Gly Ser Leu Pro Gin Pro 
205 

Val Phe Ser Glu Lys Leu Ala Thr 
220 

Ser Glu Gly Thr Leu Glu Leu Gin 
235 240 

Leu Arg Trp Ser Pro Ala Gin Glu 
250 255 

lie His Lys Glu lie Pro Thr Gly 
265 270 

Cys Gly Lys Thr Phe lie Tyr Asn 
285 

Val His Ser Gly Glu Lys Pro Tyr 
300 

Phe Lys Gin Ser Ser Asn Leu Gly 
315 320 

Glu Lys Pro Phe Glu Cys Asn Glu 
330 335 

Ala His Leu Val Gin His Gin Arg 
345 350 

Glu Cys Asn Glu Cys Gly Lys Ala 
365 

Gin His Arg Arg lie His Ser Gly 
380 

Cys Gly Lys Ala Tyr Gly Trp Cys 
395 400 

Val His Ala Arg Lys Glu Pro Ser 
410 415 
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<210> 5789 
< 211 > 1201 
<212> DNA 

c213> Homo sapiens 
<400> 5789 

nngcggccgc agcctgagcc agggccccct ccctcgtcag gaccggggca gcaagcaggc 
60 

cgggggcagg tccgggcacc caccatgcga ggcgagctct ggctcctggt gctggtgctc 
120 

agggaggctg cccgggcgct gagcccccag cccggagcag gtcacgatga gggcccaggc 
180 

tctggatggg ctgccaaagg gaccgtgcgg ggctggaacc ggagagcccg agagagccct 
240 

gggcatgtgt cagagccgga caggacccag ctgagccagg acctgggtgg gggcaccctg 
300 

gccatggaca cgctgccaga taacaggacc agggtggtgg aggacaacca cagctattat 
360 

gtgtcccgtc tctatggccc cagcgagccc cacagccggg aactgtgggt agatgtggcc 
420 

gaggccaacc ggagccaagt gaagatccac acaatactct ccaacaccca ccggcaggct 
480 

tcgagagtgg tcttgtcctt tgatttccct ttctacgggc atcctctgcg gcagatcacc 
540 

atagcaactg gaggcttcat cttcatgggg gacgtgatcc atcggatgct cacagctact 
600 

cagtatgtgg cgcccctgat ggccaacttc aaccctggct actccgacaa ctccacagtt 
660 

gtttactttg acaatgggac agtctttgtg gttcagtggg accacgttta tctccaaggc 
720 

tgggaagaca agggcagttt caccttccag gcagctctgc accatgacgg ccgcattgtc 
780 

tttgcctata aagagatccc tatgtctgtc ccggaaatca gctcctccca gcatcctgtc 
840 

aaaaccggcc tatcggatgc cttcatgatt ctcaatccat ccccggatgt gccagaatct 
900 

cggcgaagga gcatctttga ataccaccgc atagagctgg accccagcaa ggtcaccagc 
96 0 

atgtcggccg tggagttcac cccattgccg acctgcctgc agcataggag ctgtgacgcc 
1020 

tgcatgtcct cagacctgac cttcaactgc agctggtgcc atgtcctcca gagatgctcc 
1080 

agtggctttg accgctatcg ccaggagtgg atggactatg gctgtgcaca ggaggcagag 
1140 

ggcaggatgt gcgaggactt ccaggatgag gaccacgact cagcctcccc tgacactttc 
1200 
t 

1201 

<210> 5790 
<211> 400 
<212 > PRT 

<213 > Homo sapiens 
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<4 00 > 5790 

Xaa Arg Pro Gin Pro Glu Pro Gly 
1 5 

Gin Gin Ala Gly Arg Gly Gin Val 
20 

Leu Trp Leu Leu Val Leu Val Leu 
35 40 

Pro Gin Pro Gly Ala Gly His Asp 
50 55 

Ala Lys Gly Thr Val Arg Gly Trp 
65 70 

Gly His Val Ser Glu Pro Asp Arg 
85 

Gly Gly Thr Leu Ala Met Asp Thr 
100 

Val Glu Asp Asn His Ser Tyr Tyr 
115 120 

Glu Pro His Ser Arg Glu Leu Trp 
130 135 

Ser Gin Val Lys lie His Thr lie 
145 150 

Ser Arg Val Val Leu Ser Phe Asp 
165 

Arg Gin He Thr lie Ala Thr Gly 
180 

lie His Arg Met Leu Thr Ala Thr 
195 200 

Asn Phe Asn Pro Gly Tyr Ser Asp 
210 215 

Asn Gly Thr Val Phe Val val Gin 
225 230 

Trp Glu Asp Lys Gly Ser Phe Thr 
245 

Gly Arg lie Val Phe Ala Tyr Lys 
260 

lie Ser Ser Ser Gin His Pro Val 
275 280 

Met lie Leu Asn Pro Ser Pro Asp 
290 295 

lie Phe Glu Tyr His Arg lie Glu 
305 310 

Met Ser Ala Val Glu Phe Thr Pro 
325 

Ser Cys Asp Ala Cys Met Ser Ser 
340 

Cys His Val Leu Gin Arg Cys Ser 
355 360 

Glu Trp Met Asp Tyr Gly Cys Ala 
370 375 

Glu Asp Phe Gin Asp Glu Asp His 
385 390 

<210> 5791 
<211> 3285 


Pro Pro Pro Ser Ser Gly Pro Gly 
10 15 

Arg Ala Pro Thr Met Arg Gly Glu 
25 30 

Arg Glu Ala Ala Arg Ala Leu Ser 
45 

Glu Gly Pro Gly Ser Gly Trp Ala 
60 

Asn Arg Arg Ala Arg Glu Ser Pro 
75 80 
Thr Gin Leu Ser Gin Asp Leu Gly 
90 95 

Leu Pro Asp Asn Arg Thr Arg Val 
105 110 

Val Ser Arg. Leu Tyr Gly Pro Ser 
125 

Val Asp Val Ala Glu Ala Asn Arg 
140 

Leu Ser Asn Thr His Arg Gin Ala- 
155 160 

Phe Pro Phe Tyr Gly His Pro Leu 
170 175 

Gly Phe lie Phe Met Gly Asp Val 
185 190 

Gin Tyr Val Ala Pro Leu Met Ala 
205 

Asn Ser Thr Val Val Tyr Phe Asp 
220 

Trp Asp His Val Tyr Leu Gin Gly 
235 240 

Phe Gin Ala Ala Leu His His Asp 
250 255 

Glu lie Pro Met Ser Val Pro Glu 
265 270 

Lys Thr Gly Leu Ser Asp Ala Phe 
285 

Val Pro Glu Ser Arg Arg Arg Ser 
300 

Leu Asp Pro Ser Lys Val Thr Ser 
315 320 

Leu Pro Thr Cys Leu Gin His Arg 
330 335 

Asp Leu Thr Phe Asn Cys Ser Trp 
345 350 

Ser Gly Phe Asp Arg Tyr Arg Gin 
365 

Gin Glu Ala Glu Gly Arg Met Cys 
380 

Asp Ser Ala Ser Pro Asp Thr Phe 
395 400 
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<212> DNA 

<213> Homo sapiens 
<400> 5791 

ntgtacattg tataaactga gtagcattga 
60 

aaatcacatt atggaaagga tatacaaatg 
120 

tagcatggtc cattcagctt tcagaatctt 
180 

gttatttttg ttagaacaat ctctcaaaat 
240 

cttttaactc taaagcgtaa gaatcatggt 
300 

ctccatcctc cgccgccgcc cgagcagctg 
360 

aggctgagtc atcactagag agtgggaagg 
420 

gctgatatca caaagtacca tttctccaag 
480 

gatgttacca ttgtgaaaga aggttgggtt 
540 

aggccaagat acttcctttt gaagacagat 
600 

caagatgtgg atttacctta tcccctcaac 
660 

aaaacagaac gaccaaagcc aaacacattt 
720 

atagagagaa catttcatgt agatactcca 
780 

caggctgtag cagacagact gcagaggcaa 
840 

tcacaaattg ataatatagg agaggaagag 
900 

aagacaatga atgattttga ctatttgaaa 
960 

attttggttc gagagaaggc aagtggaaaa 
1020 

gtcattattg caaaggatga agtggcacac 
1080 

actagacatc cctttttaac atccttgaaa 
1140 

tttgtgatgg aatatgttaa tgggggcgag 
1200 

ttctctgagg accgcacacg tttctatggt 
1260 

cattccggaa agattgtgta ccgtgatctc 
1320 

ggccacataa aaattacaga ttttggactt 
1380 

atgaagacat cctgtggcac tccagaatat 
1440 

tatggccgag cagtagactg gtggggccta 
1500 


actgcatttt agaagtatgt catcagaaac 
ccaagtgata tgactctttt ggcatggtgg 
tcggaggctc tagtttggtg cctagtacta 
ttagataatt ttccagttgt atgtctgtca 
aaccctctcc tccccccgcc gtccccgcgg 
cggggccgcc accgccgccg ccgccgttgc 
gcagcagcag cagagaatcc aaaccctaaa 
ttgggggctc agaggggagt catcatgagc 
cagaagaggg gagaatatat aaaaaactgg 
ggctcattca taggatataa agagaaacct 
aacttttcag tggcaaaatg ccagttaatg 
ataatcagat gtctccagtg gactactgtt 
gaggaaaggg aagaatggac agaagctatc 
gaagaggaga gaatgaattg tagtccaact 
atggatgcct ctacaaccca tcataaaaga 
ctactaggta aaggcacttt tgggaaagtt 
tactatgcta tgaagattct gaagaaagaa 
actctaactg aaagcagagt attaaagaac 
tattccttcc agacaaaaga ccgtttgtgt 
ctgtttttcc atttgtcgag agagcgggtg 
gcagaaattg tctctgcctt ggactatcta 
aagttggaga atctaatgct ggacaaagat 
tgcaaagaag ggatcacaga tgcagccacc 
ctggcaccag aggtgttaga agataatgac 
ggggttgtca tgtatgaaat gatgtgtggg 
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aggttacctt tctacaacca ggaccatgag aaactttttg aattaatatt aatggaagac 
156 ° 

attaaatttc ctcgaacact ctcttcagat gcaaaatcat tgctttcagg gctcttgata 
1620 

aaggatccaa ataaacgcct tggtggagga ccagatgatg caaaagaaat tatgagacac 
1680 

agtttcttct ctggagtaaa ctggcaagat gtatatgata aaaagcttgt acctcctttt 
1740 

aaacctcaag taacatctga gacagatact agatattttg atgaagaatt tacagctcag 
1800 

actattacaa taacaccacc tgaaaaatat gatgaggatg gtatggactg catggacaat 
1860 

gagaggcggc cgcatttccc tcaattttcc tactctgcaa gtggacgaga ataagtctct 
1920 

ttcattctgc tacttcactg tcatcttcaa tttattactg aaaatgattc ctggacatca 
1980 

ccagtcctag ctcttacaca tagcaggggc accttccgac atcccagacc agccaagggt 
2040 

cctcacccct cgccaccttt caccctcatg aaaacacaca tacacgcaaa tacactccag 
2100 

tttttgtttt tgcatgaaat tgtatctcag tctaaggtct catgctgttg ctgctactgt 
2160 

cttactatta tagcaacttt aagaagtaat tttccaacct ttggaagtca tgagcccacc 
2220 

attgttcatt tgtgcaccaa ttatcatctt ttgatctttt agtttttccc tcagtgaagg 
2280 

ctaaatgaga tacactgatt ctaggtacat tttttaactt tctagaagag aaaaactaac 
2340 

tagactaaga agatttagtt tataaattca gaacaagcaa ttgtggaagg gtggtggcgt 
2400 

gcatatgtaa agcacatcag atccgtgcgt gaagtaggca tatatcacta agctgtggct 
2460 

ggaattgatt aggaagcatt tggtagaagg actgaacaac tgttgggata tatatatata 
2520 

tatataattt ttttttttta aattcctggt ggatactgta gaagaag ccc atatcacatg 
2580 

tggatgtcga gacttcacgg gcaatcatga gcaagtgaac actgttctac caagaactga 
2640 

aggcatatgc acagtcaagg tcacttaaag ggtcttatga aacaatttga gccagagagc 
2700 

atctttcccc tgtgcttgga aacctttttt ccttcttgac atttatcacc tctgatggct 
2760 

gaagaatgta gacaggtata atgatactgc ttttcaccaa aatttctaca ccaaggtaaa 
2820 

caggtgtttg ccttatttaa ttttttactt tcagttctac gtgaattagc tttttctcag 
2680 

atgttgaaac tttgaatgtc cttttatgat tttgtttata ttgcagtagt atttattttt 
2940 

tagtgatgag aattgtatgt catgttagca aacgcagctc caacttatat aaaatagact 
3000 

tactgcagtt acttttgacc catgtgcaag gattgtacac gttgatgaga atcatgcact 
3060 

ttttctcctc tgttaaaaaa aatgataagg ctctgaaatg gaatatattg gttagaattt 
3120 
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ggctttggga gaagagatgc tgccatttaa ccccttggta ctgaaaatga gaaaatc ccc 
3180 

aactatgcat gccaaggggt taatgaaaca aatagctgtt gacgtttgct catttaagaa 
3240 

tttgaaacgt tatgatgacc tggcaacaaa aaaaaaaaaa aaaaa 
3285 

<210> 5792 
<211> 479 
<212> PRT 

<213 > Homo sapiens 


<400> 5792 

Met Ser Asp Val Thr lie Val Lys 
1 5 

Glu Tyr lie Lys Asn Trp Arg Pro 
20 

Gly Ser Phe He Gly Tyr Lys Glu 
35 40 

Tyr Pro Leu Asn Asn Phe Ser Val 
50 55 

Glu Arg Pro Lys Pro Asn Thr Phe 
65 70 

Thr Val lie Glu Arg Thr Phe His 
85 

Glu Trp Thr Glu Ala lie Gin Ala 
100 

Glu Glu Glu Arg Met Asn Cys Ser 
115 120 

Gly Glu Glu Glu Met Asp Ala Ser 
130 135 

Met Asn Asp Phe Asp Tyr Leu Lys 
145 150 

Lys Val lie Leu Val Arg Glu Lys 
165 

Lys lie Leu Lys Lys Glu Val lie 
180 

Thr Leu Thr Glu Ser Arg Val Leu 
195 200 

Thr Ser Leu Lys Tyr Ser Phe Gin 
210 215 

Met Glu Tyr Val Asn Gly Gly Glu 
225 230 

Arg Val Phe Ser Glu Asp Arg Thr 
245 

Ser Ala Leu Asp Tyr Leu His Ser 
260 

Lys Leu Glu Asn Leu Met Leu Asp 
275 280 

Asp Phe Gly Leu Cys Lys Glu Gly 
290 295 

Thr Ser Cys Gly Thr Pro Glu Tyr 
305 310 

Asn Asp Tyr Gly Arg Ala Val Asp 


Glu Gly Trp Val Gin Lys Arg Gly 
10 15 

Arg Tyr Phe Leu Leu Lys Thr Asp 
25 30 

Lys Pro Gin Asp Val Asp Leu Pro 
45 

Ala Lys Cys Gin Leu Met Lys Thr 
60 

lie lie Arg Cys Leu Gin Trp Thr 
75 80 

Val Asp Thr Pro Glu Glu Arg Glu 
90 95 

Val Ala Asp Arg Leu Gin Arg Gin 
105 HO 

Pro Thr Ser Gin lie Asp Asn lie 
125 

Thr Thr His His Lys Arg Lys Thr 
140 

Leu Leu Gly Lys Gly Thr Phe Gly 
155 150 

Ala Ser Gly Lys Tyr Tyr Ala Met 
170 175 

lie Ala Lys Asp Glu Val Ala His 
185 190 

Lys Asn Thr Arg His Pro Phe Leu 
205 

Thr Lys Asp Arg Leu Cys Phe Val 
220 

Leu Phe Phe His Leu Ser Arg Glu 
235 240 

Arg Phe Tyr Gly Ala Glu lie Val 
250 255 

Gly Lys lie Val Tyr Arg Asp Leu 
265 270 

Lys Asp Gly His lie Lys lie Thr 
285 

lie Thr Asp Ala Ala Thr Met Lys 
300 

Leu Ala Pro Glu Val Leu Glu Asp 
315 320 

Trp Trp Gly Leu Gly Val Val Met 
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325 330 335 

Tyr Glu Met Met Cys Gly Arg Leu Pro Phe Tyr Asn Gin Asp His Glu 
340 345 350 

Lys Leu Phe Glu Leu lie Leu Met Glu Asp lie Lys Phe Pro Arg Thr 
355 360 365 

Leu Ser Ser Asp Ala Lys Ser Leu Leu Ser Gly Leu Leu lie Lys Asp 
370 375 380 

Pro Asn Lys Arg Leu Gly Gly Gly Pro Asp Asp Ala Lys Glu lie Met 

385 390' 395 400 

Arg His Ser Phe Phe Ser Gly Val Asn Trp Gin Asp Val Tyr Asp Lys 

405 410 415 

Lys Leu Val Pro Pro Phe Lys Pro Gin Val Thr Ser Glu Thr Asp Thr 
420 425 430 

Arg Tyr Phe Asp Glu Glu Phe Thr Ala Gin Thr lie Thr lie Thr Pro 
435 440 445 

Pro Glu Lys Tyr Asp Glu Asp Gly Met Asp Cys Met Asp Asn Glu Arg 
450 455 460 

Arg Pro His Phe Pro Gin Phe Ser Tyr Ser Ala Ser Gly Arg Glu 

465 470 475 

<210> 5793 
<211 > 2767 
<212> DNA 

<213 > Homo sapiens 
<400> 5793 

aattcggcac taggggcagc tgtcggctgg aaggaactgg tctgctcaca cttgctggct 
60 

tgcgcatcag gactggcttt atctcctgac tcacggtgca aaggtgcact ctgcgaacgt 
120 

taagtccgtc cccagcgctt ggaatcctac ggcccccaca gccggatccc ctcagccttc 
180 

caggtcctca actcccgtgg acgctgaaca atggcctcca tggggctaca ggtaatgggc 
240 

atcgcgctgg ccgtcctggg ctggctggcc gtcatgctgt gctgcgcgct gcccatgtgg 
300 

cgcgtgacgg ccttcatcgg cagcaacatt gtcacctcgc agaccatctg ggagggccta 
360 

tggatgaact gcgtggtgca gagcaccggc cagatgcagt gcaaggtgta cgactcgctg 
420 

ctggcactgc cgcaggacct gcaggcggcc cgcgccctcg tcatcatcag catcatcgtg 
480 

gctgctctgg gcgtgctgct gtccgtggtg gggggcaagt gtaccaactg cctggaggat 
540 

gaaagcgcca aggccaagac catgatcgtg gcgggcgtgg tgttcctgtt ggccggcctt 
600 

atggtgatag tgccggtgtc ctggacggcc cacaacatca tccaagactt ctacaatccg 
660 

ctggtggcct ccgggcagaa gcgggagatg ggtgcctcgc tctacgtcgg ctgggccgcc 
720 

tccggcctgc tgctccttgg cggggggctg ctttgctgca actgtccacc ccgcacagac 
780 

aagccttact ccgccaagta ttctgctgcc cgctctgctg ctgccagcaa ctacgtgtaa 
840 
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ggtgccacgg ctccactctg 
900 

aggctgtgac cccaggaggg 
960 

gcagagactg agccaggcag 
1020 

cttcccaagg ccgcctcctg 
1080 

gggacggaag tgacagggtg 
1140 

gcttaaccct gactttggga 
1200 

ttccccactc tgtctgcctg 
1260 

gactgtgcct tgctcaccga 
1320 

cctgcctggg aagtgcagag 
1380 

aacaggtttg ggcagtggtg 
1440 

gtggcctcag gactctctgc 
1500 

tctgagtcct ctgccccttc 
1560 

ggacagcttc acccttggaa 
1620 

ttgtaattta agaagagcta 
1680 

acctgtgcac aggaggaaaa 
1740 

gctgcccaaa tgtttcctga 
1800 

ttcctttagt ctcaatggct 
1860 

ggcaaggacg aagctcattc 
1920 

tttgtttcat agctgttggt 
1980 

cacctcagca gatggcaaaa 
2040 

aacatcacag ctgctaaaat 
2100 

cattcgatgg gatgtccagg 
2160 

gtgctggtga accaagagtc 
2220 

tgcactgcca acaccaacac 
2280 

cggtaggcct tgccatggcg 
2340 

taaatgagtg gagcgatgga 
2400 

atgttgttgc ggggaaagga 
2460 


ttcctctctg ctttgttctt 
ccctgccacg ggccactggc 
gaaggcagca gccttcagcc 
ctagcaagaa cagagtccac 
tggtggtgga gtggggagct 
tctgcctgca tcggcgttgg 
catctcctct gttccgggta 
aacccgcgcc caggagtatg 
tggatggacg ggtttagagg 
ggggaggggg ccagagaggc 
ctcacccgct tcagcccagg 
caaggacact aatgagcctg 
gtcctggggt ttttcctctt 
ttcatcactg taattattat 
aaaaaaaaaa aaaaggagac 
cccgtgacct agagatgaag 
aaggggtaat ggatggaaat 
ttaaagaaaa acctcaaagt 
cacccagttc tagccaacca 
ggagctttcc agaactttgg 
caccagaagg gattttggaa 
cttcacccca aagaggcttc 
taggagcttc ttgctgtagt 
caggtacatg atggaaacgg 
gtagagctgc tgtgcagcag 
aaagagtccc atgctgatca 
gagaaggccc aagagagagg 


ccctggactg agctcagcgc 
tgctggggac tggggactgg 
tctctggccc actcggacaa 
cctcctctgg atattgggga 
ggcttctgct ggccaggata 
ccactgtccc catttacatt 
ggccttgata tcacctctgg 
gctgaggcct tgcccaccca 
ggaggggcga aggtgctgta 
ggctcaggtt gcccagctct 
gcccctggag actgatcccc 
ggagggtggc agggaggagg 
ccttctttgt ggtttctgtt 
tattttctac aataaatggg 
cacagcctgc caagggagca 
taatttgatt tattccctat 
ggggagaatg accgagtaga 
tcaacttcaa acagctgaaa 
ggaataaatt atagttttgc 
cctggtctgc accaggtacc 
ccgctgtact agtgtccttt 
atttatgctt cttctcctgt 
acaactgcca ggcatgcact 
cagaaaaacc aaagaggaaa 
ggaacatctc catgctgcca 
tggagagcac caggtagcta 
gcaaaatgct cagcaaatac 
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gggtattccc actgataggg catggccacc tgatcatgtg acaagagcct caggtgtccc 
2520 

acgctcatct tagcaaccag cagcagccat atgaccagat gtacgtagat cagcttcttg 
2580 

atttcatact tgagggtcac actcatctgg tagtgcatgg cgacgcgctc ccggtgctga 
2640 

aagtcgctgc cgtcggtgcc ggccgctcgc gggcctgctc gagacgccat tgtgcctgcc 
2700 

cagaaccccc gaacccctca cgcggacctg gtaccgcaac gacagccaag cggcccagtg 

2760 

accctat 

2767 

<210> 5794 

<2 11> 209 

<212> PRT 

<213> Homo sapiens 


<4 00> 5794 


Met Ala 

Ser 

Met 

Gly 

Leu 

Gin 

Val 

Met 

Gly 

lie 

Ala 

Leu 

Ala 

Val 

Leu 

1 



5 





10 





15 


Gly Trp 

Leu 

Ala 

Val 

Met 

Leu 

Cys 

Cys 

Ala 

Leu 

Pro 

Met 

Trp 

Arg 

Val 



20 





25 





30 



Thr Ala 

Phe 

He 

Gly 

Ser 

Asn 

lie 

Val 

Thr 

Ser 

Gin 

Thr 

lie 

Trp 

Glu 


35 





40 





45 




Gly Leu 

Trp 

Met 

Asn 

Cys 

Val 

Val 

Gin 

Ser 

Thr Gly 

Gin 

Met 

Gin 

Cys 

50 





55 





60 





Lys Val 

Tyr 

Asp 

Ser 

Leu 

Leu 

Ala 

Leu 

Pro 

Gin 

Asp 

Leu 

Gin 

Ala 

Ala 

65 




70 





75 





80 

Arg Ala 

Leu 

Val 

lie 

lie 

Ser 

lie 

lie 

Val 

Ala 

Ala 

Leu 

Gly 

Val 

Leu 



85 





90 





95 


Leu Ser 

Val 

Val 

Gly 

Gly Lys 

Cys 

Thr 

Asn 

Cys 

Leu 

Glu 

Asp 

Glu 

Ser 



100 





105 





110 



Ala Lys 

Ala 

Lys 

Thr 

Met 

lie 

Val 

Ala 

Gly 

Val 

Val 

Phe 

Leu 

Leu 

Ala 

115 





120 





125 




Gly Leu 

Met 

Val 

lie 

Val 

Pro 

Val 

Ser 

Trp 

Thr 

Ala 

His 

Asn 

lie 

lie 

130 





135 





140 





Gin Asp 

Phe 

Tyr 

Asn 

Pro 

Leu 

Val 

Ala 

Ser 

Gly Gin 

Lys 

Arg 

Glu 

Met 

145 




150 





155 





160 

Gly Ala 

Ser 

Leu 

Tyr 

Val 

Gly Trp Ala 

Ala 

Ser 

Gly 

Leu 

Leu 

Leu 

Leu 



165 





170 





175 


Gly Gly 

Gly 

Leu 

Leu 

Cys 

Cys 

Asn 

Cys 

Pro 

Pro 

Arg 

Thr 

Asp 

Lys 

Pro 



180 





185 





190 



Tyr Ser 

Ala 

Lys 

Tyr 

Ser 

Ala 

Ala 

Arg 

Ser 

Ala 

Ala 

Ala 

Ser 

Asn 

Tyr 


195 





200 





205 





Val 


<210> 5795 

<211> 993 

<212> DNA 

<213> Homo sapiens 

<400 > 5795 
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ccacatacaa agaggaaaga tgaaactttt 
60 

ttatctgtta tataccaggc aaaatggaca 
120 

gtgtaagatg aaacttatat ttattgattg 
180 

tataccaggc aaaaggcaca gaacaaatta 
240 

caatgcctga gtcctcttta tagaaacttc 
300 

ttggttactc ttcatgtata gttttctcaa 
360 

gaccatttaa tattccaaac ataatctgaa 
420 

gtgtttgaca aagcgtcatc caatggatta 
480 

tatgatactt ggttgccagg cgtccatttt 
540 

caccacaaac tatgccaatc agtgagcttc 
600 

ctgaatacaa agcatcaatt acaaaaagct 
660 

gtgtagccaa tgatgcatat gtcttcaaag 
720 

acaggaagtt tgagaatatt ccagagaaac 
780 

atatattttg tgtcatttct tttctaagat 
840 

ccattggtct tctgagtttt gcatcttcta 
900 

ctgccatctt gaaaaccttg ggcgcttcct 
960 

ttggcttagt cccagcctca tacccgaaca 
993 

<210> 5796 
< 211 > 200 
<212> PRT 

<213 > Homo sapiens 
<400> 5796 


Met 

1 

Ala 

Ala 

Ser 

Met 

5 

His 

Gly 

Gin 

Lys 

Leu 

Arg 

Arg 

20 

Pro 

Met 

Val 

lie 

Tyr 

Leu 

Arg 

35 

Lys 

Glu 

Met 

Thr 

Gin 

40 

Gly Thr 
50 

Thr 

Ala 

Gly 

Phe 

Ser 

55 

Gly 

Arg 

65 

Cys 

Phe 

Lys 

Val 

Lys 

70 

His 

Asp 

Ala 

Thr 

Leu 

Pro 

Phe 

85 

Leu 

Ser 

Thr 

He 

Asp 

Ala 

Leu 

Tyr 

Ser 

Asp 

Asn 


attgttacat ttattgacac tggatattta 
caccatcagg agataagacc tgtatcttac 
aattattgaa tactttttga gtatttgcta 
tttgttcaca gttactttta actctttcag 
attttgctaa gttagcaacc attcattttt 
gtgtctcttc aaatactgca taatggtata 
agactagagg aatcgccatt aatttcattt 
aaacccttcc ttttggtggc agtggaacgg 
tagtaaaagc caaagaactg ggatagaaaa 
tgaaaacaca gttttccttg cttatattat 
tgtcagtaac aacagtagac aaaaatggaa 
catcatgttt aaccttgaag cagcgtctga 
cagctgttgt tccaaatgtc gccatttgat 
agtcaaaatt tttttctatg atttctatga 
gagaaggact gggctgacca tgcatagatg 
cagttcccac cggcaccaca cctgaatccc 
cca 


Pro 

Ser 

10 

Pro 

Ser 

Leu 

Glu Asp 
15 

Ala 

Glu 

25 

lie 

lie 

Glu 

Lys 

Asn 

30 

Phe 

Asp 

Asn 

lie 

Tyr 

Gin 

Met 

45 

Ala 

Thr 

Phe 

lie 

Phe 

Ser 

Asn 

60 

Phe 

Leu 

Phe 

Arg 

Ala 

Leu 

Lys 

75 

Thr 

Tyr 

Ala 

Ser 

Leu 

80 

Val 

Val 

90 

Thr Asp 

Lys 

Leu 

Phe 

95 

Val 

lie 

Ser 

Lys 

Glu 

Asn 

Cys 

Val 

Phe 
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100 





105 





110 



Arg 

Ser 

Ser 

Leu 

He 

Gly 

lie 

Val 

Cys 

Gly Val 

Phe 

Tyr 

Pro 

Ser 

Ser 



115 





120 





125 




Leu 

Ala 

Phe 

Thr 

Lys 

Asn 

Gly 

Arg 

Leu 

Ala 

Thr 

Lys 

Tyr 

His 

Thr 

Val 


130 





135 





140 





Pro 

Leu 

Pro 

Pro 

Lys 

Gly 

Arg 

val 

Leu 

lie 

His 

Trp 

Met 

Thr 

Leu 

Cys 

145 





150 





155 





160 

Gin 

Thr 

Gin 

Met 

Lys 

Leu 

Met 

Ala 

lie 

Pro 

Leu 

Val 

Phe 

Gin 

lie 

Met 





165 





170 





175 


Phe 

Gly 

lie 

Leu 

Asn 

Gly 

Leu 

Tyr 

His 

Tyr 

Ala 

Val 

Phe 

Glu 

Glu 

Thr 




180 





185 





190 



Leu 

Glu 

Lys 

Thr 

lie 

His 

Glu 

Glu 











195 





200 










<210> 5797 
<211> 405 
<212> DNA 

<213> Homo sapiens 
<400> 5797 

ctcagatcaa taccccgact ggccagtcga gggaactgct gagagcggct tgcgtgtgtc 
60 

gaggagcaga aagaggatgg ccctcactcc agctcctgca ctgccagcag cccaccctgc 
120 

ttctctcctg ccagcagcca aaagcaggca actgccggac agtcctaacc caaggcgggt 
180 

agaagggagc agagaccagg cctggcccct tcagactttc tcacagagaa attacagatc 
240 

tctaagcctc tattgttggc tggcgaggga gggaagaaca tcaagttatc agggaaatca 
300 

aggatccctc cgcccccgcc ctgaacccag aggtccggaa gggagcaagc ggtcagggag 
360 

gccagtgcct tgcgggaacc ccagcctcat gaccaacctc ggccg 
405 

<210> 5798 
<211> 109 
<212> PRT 

<213 > Homo sapiens 


<400> 5798 


Met Ala 

Leu 

Thr 

Pro 

Ala 

Pro 

Ala 

Leu 

Pro 

Ala 

Ala 

His 

Pro 

Ala 

Ser 

1 



5 





10 





15 


Leu Leu 

Pro 

Ala 

Ala 

Lys 

Ser 

Arg 

Gin 

Leu 

Pro 

Asp 

Ser 

Pro 

Asn 

Pro 



20 





25 





30 



Arg Arg 

Val 

Glu 

Gly 

Ser 

Arg 

Asp 

Gin 

Ala 

Trp 

Pro 

Leu 

Gin 

Thr 

Phe 


35 





40 





45 




Ser Gin 

Arg 

Asn 

Tyr 

Arg 

Ser 

Leu 

Ser 

Leu 

Tyr 

Cys 

Trp 

Leu 

Ala 

Arg 

50 





55 





60 





Glu Gly 

Arg 

Thr 

Ser 

Ser 

Tyr 

Gin 

Gly 

Asn 

Gin Gly 

Ser 

Leu Arg 

Pro 

65 




70 





75 





80 

Arg Pro 

Glu 

Pro 

Arg 

Gly 

Pro 

Glu 

Gly 

Ser 

Lys 

Arg 

Ser 

Gly Arg 

Pro 




85 





90 





95 


Val Pro 

Cys 

Gly 

Asn 

Pro 

Ser 

Leu 

Met 

Thr 

Asn 

Leu 

Gly 
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100 


105 


<210> 5799 
<211> 4261 
<212> DNA 

<213 > Homo sapiens 
<400> 5799 

agtgggtgga gaagccactc 
60 

ggggatcgaa aagaggaaaa 
120 

gaaaggcgga agcagaagac 
180 

ctagagcaac accgtcaggt 
240 

attgctcttt tttcctaccg 
300 

ctaaggggag gtaaaggcag 
360 

gctcactttc tgaataagcc 
420 

gacacatccc tttcagcaga 
480 

taaatgtatg tctcccctgg 
540 

ttgtttgtaa acgcgagtga 
600 

ctcttttatc tgcttgcctt 
660 

ttctaattca aagctctctc 
720 

gcttttgagg ttgcaatcct 
780 

accgaaaaga aacacccagg 
840 

99999 c 99 a 9 tagccctgaa 
900 

gggaacatca tcggctctgg 
960 

tctgtgggcc ttgctctcat 
1020 

ctctgctatg ctgaactcgg 
1080 

aaggacatct tcggaggact 
1140 

taccccacca accaggctgt 
1200 

ttccccacct gcttcccccc 
1260 

ctcctcacat gggtcaactg 
1320 

acagctggga agctcctggc 
1380 


tcccgaaacc agagggatgg 
caagggcacg aagaccagcg 
ggggaaggga aaagaaa ccc 
tcacagtttg tttttctaga 
ttaatgaaaa ctacttttgt 
tctcctgttt tattaggggg 
actgcctggt gcacagagca 
attccagccg gagtcgctgg 
cctttttttt tttttttttt 
ccagaaagtg tgaatgcgga 
ttttagagag tagcagtggt 
ccaatatatt tacacgaata 
actgagaagg atggaagaag 
tgggggcgag tcggacgcca 
gaaagagatc ggattggtca 
aatctttgtc tcgccaaagg 
cgtctggatt gtgacgggct 
ggtcaccatc cccaaatctg 
ggctgggttc ctgaggctgt 
catcgccctc accttctcca 
agagtctggc cttcggctcc 
ttccagtgtg cggtgggcca 
cttggccctg attatcatca 


ggccggctgt gcagtagaac 
agaaagaaga ggacacctgg 
atagcaggtg gaaaccagat 
agagaagaaa gtacctgagg 
cttcatcata aaagaaaaaa 
agaggtgaag ggaaatccag 
gaaccatcct ggtttctgaa 
cacagttcta tttttatatt 
tttttttagc aacacttttc 
gtaggaatat ttttcgtgtt 
tcctatttcg gaaaaggacg 
cgcatttaga aagggaggca 
gagccaggca ccgaaacaac 
gccccgaggc tggttccgga 
gtgcctgtgg tatcatcgta 
gagtgctgga gaatgctggt 
tcatcacagt tgtgggagcc 
gaggtgacta ctcctatgtc 
ggattgctgt gctggtgatc 
actacgtgct gcagccgctc 
tggctgccat ctgcttattg 
cccgggttca agacatcttc 
tggggattgt acagatatgc 
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aaaggagagt acttctggct ggagccaaag aatgcatttg agaatttcca ggaacctgac 
1440 

atcggcctcg tcgcactggc tttccttcag ggctcctttg cctatggagg ctggaacttt 
1500 

ctgaattacg tgactgagga gcttgttgat ccctacaaga accttcccag agccatcttc 
1560 

atctccatcc cactggtcac atttgtgtat gtctttgcca atgtcgctta tgtcactgca 
1620 

atgtcccccc aggagctgct ggcatccaac gccgtcgctg tgacttttgg agagaagctc 
1680 

ctaggagtca tggcctggat catgcccatt" tctgttgccc tgtccacatt tggaggagtt 
1740 

aatgggtctc tcttcacctc ctctcggctg ttcttcgctg gagcccgaga gggccacctt 
1800 

cccagtgtgt tggccatgat ccacgtgaag cgctgcaccc caatcccagc cctgctcttc 
1860 

acatgcatct ccaccctgct gatgctggtc accagcgaca tgtacacact catcaactac 
1920 

gtgggcttca tcaactacct cttctatggg gtcacggttg ctggacagat agtccttcgc 
1980 

tggaagaagc ctgatatccc ccgccccatc aagatcaacc tgctgttccc catcatctac 
2040 

ttgctgttct gggccttcct gctggtcttc agcctgtggt cagagccggt ggtgtgtggc 
2100 

attggcctgg ccatcatgct gacaggagtg cctgtctatt tcctgggtgt ttactggcaa 
2160 

cacaagccca agtgtttcag tgacttcatt gagctgctaa ccctggtgag ccagaagatg 
2220 

tgtgtggtcg tgtaccccga ggtggagcgg ggctcgggga cagaggaggc taatgaggac 
2280 

atggaggagc agcagcagcc catgtaccaa cccactccca cgaaggacaa ggacgtggcg 
2340 

gggcagcccc agccctgagg accaccattc cctggctact ctctccttcc tccccctttt 
2400 

atcctacctc cctgccttgg tcccgccaac acatgcgagt acacacacac ccctctctct 
2460 

gcttttgtca ggcagtggta ggactttggt gtgggtggtg agaaattgta aacaaaaact 
2520 

gacattcata cccaaagaac cagcctctca ccccagggtc catgtcccag gccccactcc 
2580 

agtgctgccc acactcccag ctgctggagg agaggggaga tgccaaggtg ccctgcagga 
2640 

cctccctccg ggccacaccc tcagctgcct cttcaggaac cggagctcat tactgccttc 
2700 

cctcccaggg aggccccttc agagaggaga ggccacagga gctgcattgt ggggggacag 
2760 

gctcaagcaa ttctgtcccc atcaaggggt cagctggaga gacccaagac cctatctgtt 
2820 

caccagggac ccaaaatcca aggggatgct tccctctgcc ctctttcctg cccctcccca 
2880 

tcatacctgc acccacccca gccagggctc cctgtccaga attcggttct cctcaggacg 
2940 

ccaactccca gagctaagga ccaaggagaa gaacagcctc tccaccccca agccaggcgg 
3000 
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ttgaggaacci tattgagaaa ggttcagatt gcagaaaccc agccctgccc ctgcctcctg 
3060 

catccagccc ccaacatggt gccaaagctt ccagaagcca aaaagcttct gatttttaag 
3120 

gtagtgggca tctctctcct aatgacgaag ctgctcagca actccacctg cccgccgcag 
3180 

gaaggagcag tcccctgcta tccctgcagc cactcccagc acacccgcac acagccagca 
3240 

ccaccgcccc caccgtgcac ttctcctctc tgggccttgg cttgggacca ggtacgaagg 
3300 

atccccaagc ccttcaggcc tgagatcaga gccagatcag cc ttaagtca cctcccatcc 
3360 

aagaacttgg cctaaaaata ctcccctatt tctaaccctc aggacggatc tgatattaaa 
3420 

tgccttccct gggaggaagg gtgctttccc cctccctaga ggtgcccatt ccataccctg 
3480 

ggagactgag gagagcattg gctgaagccc agttcctttc ccatccatcc ccaactccaa 
3540 

taatccccca ctcctcgcag gtctcagtgt catgctgtct tggggcaggg tgaaagggta 
3600 

gtggcagcag ggcgcccact ctggagatcc tcaaaaaagg ccctcctctg tggctggcag 
3660 

cctctgacct ttccctgggc ttcaaaggaa ggctatggag tttgctgtgg gccctgcaac 
3720 

cttcccagcc actcctgctg cactaaggac ttaggatcct tttatcacaa atcgggattc 
3780 

tctcccccac cccgaattct gtctgcttaa actggaatac acaggagccc ttcctggcct 
3840 

ggatggtgtc tcccagcttc cccgcccagc ttgcccaccc catagttggt gagatgccaa 
3900 

gtttggtctg agttgtgacc ccttcagagt agatgcccgg caggctgggg ttggcccctg 
3960 

gagggtcagg ggaccatctt cttattccct cttttctcat tcctccaact tcctcccctc 
4020 

cttcaattat ttttttgtaa agttgatgcc ttactttttg gataaatatt tttgaagctg 
4080 

gtatttctat ttcttttgga ttttttttaa tgtaaggttg ttttggggga tggagttaga 
4140 

accttaatga taatttcttt cgtttggtgt aggttttaga gatttgtttt gtggagaggt 
4200 

ttttttcttt tgatgtaata aaatttaaaa tggaaatgaa aaaaaaaaaa aaaaaaaaaa 

4260 
a 

4261 

<210> 5800 
<211> 535 
<212> PRT 

<213 > Homo sapiens 
<400> 5800 

Met Glu Glu Gly Ala Arg His Arg 
1 5 

Gly Gly Gly Glu Ser Asp Ala Ser 


Asn Asn Thr Glu Lys Lys His Pro 
10 15 

Pro Glu Ala Gly Ser Gly Gly Gly 
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20 

Gly Val Ala Leu Lys Lys Glu lie 
35 40 

lie Val Gly Asn lie lie Gly Ser 
50 55 

Val Leu Glu Asn Ala Gly Ser Val 
65 70 

Val Thr Gly Phe lie Thr Val Val 
85 

Gly Val Thr lie Pro Lys Ser Gly 
100 

lie Phe Gly Gly Leu Ala Gly Phe 
115 120 

Val lie Tyr Pro Thr Asn Gin Ala 
130 135 

Tyr Val Leu Gin Pro Leu Phe Pro 
145 150 

Leu Arg Leu Leu Ala Ala lie Cys 
165 

Cys Ser Ser Val Arg Trp Ala Thr 
180 

Gly Lys Leu Leu Ala Leu Ala Leu 
195 200 

He Cys Lys Gly Glu Tyr Phe Trp 
210 215 

Asn Phe Gin Glu Pro Asp lie Gly 
225 230 

Gly Ser Phe Ala Tyr Gly Gly Trp 
245 

Glu Leu Val Asp Pro Tyr Lys Asn 
260 

lie Pro Leu Val Thr Phe Val Tyr 
275 280 

Thr Ala Met Ser Pro Gin Glu Leu 
290 295 

Thr Phe Gly Glu Lys Leu Leu Gly 
305 310 

Ser Val Ala Leu Ser Thr Phe Gly 
325 

Ser Ser Arg Leu Phe Phe Ala Gly 
340 

Val Leu Ala Met lie His Val Lys 
355 360 

Leu Phe Thr Cys lie Ser Thr Leu 
370 375 

Tyr Thr Leu lie Asn“ Tyr Val Gly 
385 390 

Val Thr Val Ala Gly Gin lie Val 
405 

Pro Arg Pro lie Lys lie Asn Leu 
420 

Phe Trp Ala Phe Leu Leu Val Phe 
435 440 

Cys Gly lie Gly Leu Ala lie Met 


25 30 

Gly Leu Val Ser Ala Cys Gly He 
45 

Gly lie Phe Val Ser Pro Lys Gly 
60 

Gly Leu Ala Leu lie Val Trp lie 
75 80 
Gly Ala Leu Cys Tyr Ala Glu Leu 
90 95 

Gly Asp Tyr Ser Tyr Val Lys Asp 
105 HO 

Leu Arg Leu Trp lie Ala Val Leu 
125 

Val lie Ala Leu Thr Phe Ser Asn 
140 

Thr Cys Phe Pro Pro Glu Ser Gly 

155 160 

Leu Leu Leu Leu Thr Trp Val Asn 

170 175 

Arg Val Gin Asp lie Phe Thr Ala 
185 190 

lie lie lie Met Gly lie Val Gin 
205 

Leu Glu Pro Lys Asn Ala Phe Glu 
220 

Leu Val Ala Leu Ala Phe Leu Gin 

235 - 240 

Asn Phe Leu Asn Tyr Val Thr Glu 

250 255 

Leu Pro Arg Ala lie Phe lie Ser 
265 270 

Val Phe Ala Asn Val Ala Tyr Val 
285 

Leu Ala Ser Asn Ala Val Ala Val 
300 

Val Met Ala Trp lie Met Pro lie 
315 320 

Gly Val Asn Gly Ser Leu Phe Thr 
330 335 

Ala Arg Glu Gly His Leu Pro Ser 
345 350 

Arg Cys Thr Pro lie Pro Ala Leu 
365 

Leu Met Leu Val Thr Ser Asp Met 
380 

Phe lie Asn Tyr Leu Phe Tyr Gly 
395 400 

Leu Arg Trp Lys Lys Pro Asp lie 
410 415 

Leu Phe Pro lie lie Tyr Leu Leu 
425 430 

Ser Leu Trp Ser Glu Pro Val Val 
445 

Leu Thr Gly Val Pro Val Tyr Phe 
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450 455 

Leu Gly Val Tyr Trp Gin His Lys 
465 470 

Glu Leu Leu Thr Leu Val Ser Gin 
485 

Glu Val Glu Arg Gly Ser Gly Thr 
500 

Glu Gin Gin Gin Pro Met Tyr Gin 
515 520 

Val Ala Gly Gin Pro Gin Pro 
530 535 

<210> 5801 
<211> 2418 
<212> DNA 

<213> Homo sapiens 
<4 00> 5801 

nntccggaag tgctcagtca tgttcatagc 
60 

ctgcccaccg ctatatagcc agccactaga 
120 

cccacctcag acgacgtcat ggactcgttc 
180 

ggcggctttc atgaggacca gtgggagaag 
240 

agagcgccat cagaaattga tcccagggag 
300 

atttttgatg aggagcgttc tccagaagaa 
360 

gattacttta aagaaaaaga ctacaagaaa 
420 

aagaaatgtg cagatcctga tttgaatgct 
480 

tactatctgg gcaattttcg ttctgctctc 
540 

ccctgccacc tcaaagcaat aataagaggt 
600 

gccgaggccg tgaactggtg tgatgaggga 
660 

ctggaaatga gggctaaagc agacaagctg 
720 

gccaacttga aagaaaagaa ggagaggaat 
780 

gctaggaata tcaggctctc agaagctgcc 
840 

ctaggtgagc ttttcctgga tggactcagc 
900 

ctagatggcc agggcaggct gagctggcct 
960 

tcggacttca tctctgcttt tcatgaggac 
1020 

tttggtgaaa caccctcttg ggacctagag 
1080 


460 

Pro Lys Cys Phe Ser Asp Phe lie 
475 480 

Lys Met Cys Val Val Val Tyr Pro 
490 495 

Glu Glu Ala Asn Glu Asp Met Glu 
505 510 

Pro Thr Pro Thr Lys Asp Lys Asp 
525 


aactcctaga gggcagagat ttcatctgct 
acaggccgga agcgcagaaa gagctaagat 
ctggaaaagt tccagagcca gccttaccgt 
gaatttgaaa aggtccccct atttatgtcg 
aatcctgact tggcttgtct ccagtcaatt 
caggccaaga cctataaaga tgagggcaat 
gctgtaattt catacactga aggcttaaag 
gtcctttata ccaaccgggc agcagcacag 
aatgatgtga cagctgccag aaagctaaaa 
gccttatgcc atctggaact gaaacacttt 
ctgcaaatag atgccaaaga gaagaagctt 
aagcgaattg aacagaggga tgtgaggaaa 
cagaatgagg ctttactcca ggccatcaag 
tgtgaggatg aagattcagc ctcagaaggt 
actgagaacc cccatggagc caggctgagt 
gtgctctttc tgtacccaga gtatgcccag 
tccaggttta ttgatcatct aatggtgatg 
caaaaatatt gcctgataat ttggaggtct 
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actttgagga tgaggacagg gcagaactat 
1140 

aggttctaca gcaccagagg tactttgtaa 
1200 

taggatcctc tcctttttgc aagaattttc 
1260 

gactaagcca gggcccctgg atctcctccc 
1320 

ctgaatcagc tggacatact gctggagtcc 
1380 

tccttcctgg catcgtggtg ggggaggagc 
.1440 

gctggtcttc actttcctca gttgatataa 
1500 

actccatcgc taaagggacc atctgctgca 
156 0 

ctggtctgtg gagatggact caggatccag 
1620 

acaccttaga gaagctaccc ctcaaactgc 
1680 

attccaaggc tttaaagctg agagaccctg 
1740 

agccatgtgg ggttgctgaa gatgccttga 
1800 

gctctgcatt tataaagacc gtacaaactg 
1860 

attttcttca tctttgccat atggaggact 
1920 

ttcctctgca gttttgacat ttaggatttt 
1980 

tgttgggttg ttacagagta tatttttgtc 
2040 

gagtttatcc atcctgactt gtagctgtgt 
2100 

cccgggagag tgtactt ccc tgctcccaat 
2160 

ctgcgtctga cagaagcctg aagagtcatg 
2220 

tgagaacaca tttcccacag aggagccgtt 
2280 

cagccactga gtgtcacagc aatgagagag 
2340 

aggggttggt tgttactata gcagagctaa 
2400 

aaaaaaaaaa aaaaaaaa 
2418 

<210> 5802 
<211> 350 
<212> PRT 

<213> Homo sapiens 
<400> 5802 

Asp Pro Thr Ser Asp Asp Val Met 


accgggtgcc tgccaagagc accttgctac 
aagccctgac accagcattt ttggtctgtg 
tccgggggag aaaggtgtac cagatacgat 
ttaccctcct ctgctgggaa cctagcacac 
agtgctttct ttccgtcacc ctggggatag 
ctctggcttc cctaaactgc agcctctctg 
aactctgggt cttggccatg atgtccttgg 
gttaccacag caactgacct gagcggcacc 
tgacatgatt ctgaactttt gtggagtttg 
acatctacac acaaacaaac aatgcatagg 
gcctcaagtt atttcatgcg cacagaggga 
ggtgaaatgg gggcaggaaa gccacatctt 
agatccttgg tacccctaaa aagattgcca 
gtgacagact ttggacagtg gcctcttgag 
gtgtctttta aactggaaaa tcttctagca 
tgcagctgtt tgttgcccca ttcctaagag 
gacttcttgc agtgccccca ccccataccc 
gcagagggat atgcacaggc atgagctgtc 
tgtggttggc ctgtgctctt ccctctgctg 
ccatggagcc gagctacagc agctggcctg 
caatgtttgc tgtagtaagc agtgagattt 
tacatgagta aactgaaaaa aaaaaaaaaa 


Ser Phe Leu Glu Lys Phe Gin 
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1 5 

Ser Gin Pro Tyr Arg Gly Gly Phe 
20 

Phe Glu Lys Val Pro Leu Phe Met 
35 40 

Pro Arg Glu Asn Pro Asp Leu Ala 
50 55 

Glu Glu Arg Ser Pro Glu Glu Gin 
65 70 

Asn Asp Tyr Phe Lys Glu Lys Asp 
85 

Thr Glu Gly Leu Lys Lys Lys Cys 
100 

Leu Tyr Thr Asn Arg Ala Ala Ala 
115 120 

Ser Ala Leu Asn Asp Val Thr Ala 
130 135 

Leu Lys Ala He lie Arg Gly Ala 
145 ISO 

Phe Ala Glu Ala Val Asn Trp Cys 
165 

Lys Glu Lys Lys Leu Leu Glu Met 
180 

Arg lie Glu Gin Arg Asp Val Arg 
195 200 

Glu Arg Asn Gin Asn Glu Ala Leu 
210 215 

lie Arg Leu Ser Glu Ala Ala Cys 
225 230 

Gly Leu Gly Glu Leu Phe Leu Asp 
245 

Gly Ala Arg Leu Ser Leu Asp Gly 
260 

Leu Phe Leu Tyr Pro Glu Tyr Ala 
275 280 

His Glu Asp Ser Arg Phe lie Asp 
290 295 

Thr Pro Ser Trp Asp Leu Glu Gin 
305 310 

Ser Thr Leu Arg Met Arg Thr Gly 
325 


1° 15 

His Glu Asp Gin Trp Glu Lys Glu 
25 30 

Ser Arg Ala Pro Ser Glu lie Asp 
45 

Cys Leu Gin Ser lie lie Phe Asp 
60 

Ala Lys Thr Tyr Lys Asp Glu Gly 
75 80 

Tyr Lys Lys Ala Val lie Ser Tyr 
90 95 

Ala Asp Pro Asp Leu Asn Ala Val 
105 HO 

Gin Tyr Tyr Leu Gly Asn Phe Arg 
125 

Ala Arg Lys Leu Lys Pro Cys His 
140 

Leu Cys His Leu Glu Leu Lys His 
155 160 

Asp Glu Gly Leu Gin lie Asp Ala 
170 175 

Arg Ala Lys Ala Asp Lys Leu Lys 
185 190 

Lys Ala Asn Leu Lys Glu Lys Lys 
205 

Leu Gin Ala lie Lys Ala Arg Asn 
220 

Glu Asp Glu Asp Ser Ala Ser Glu 
235 240 

Gly Leu Ser Thr Glu Asn Pro His 
250 255 

Gin Gly Arg Leu Ser Trp Pro Val 
265 270 

Gin Ser Asp Phe lie Ser Ala Phe 
285 

His Leu Met Val Met Phe Gly Glu 
300 

Lys Tyr Cys Leu lie lie Trp Arg 
315 320 

Gin Asn Tyr Thr Gly Cys Leu Pro 
330 335 


Arg Ala Pro Cys Tyr Arg Phe Tyr Ser Thr Arg Gly Thr Leu 


340 


345 


350 


<2 10> 5803 

<211> 692 

<212> DNA 

<213 > Homo sapiens 

<400> 5803 

nacgcgtgaa ggggacgccg ggaacaggaa tttcttcaca tggctcctgg agaagtgacc 
60 

atcacagttc gcctcatccg ttcctttgaa catcgcaatt tcaaacctgt agtgtatcac 
120 
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ggagtgaatt tggaccaaac tgtaaaggaa tttatcgtat ttctaaagca agatgtccct 
180 

ttaaggacca acctgccacc accattcaga aattataaat atgatgcact aaagattatt 
240 

catcaagcac ataaatcaaa gacaaatgaa cttgtgttga gtttggaaga tgacgaaaga 
300 

ctcctgctga aagaagacag cactctgaaa gcagctggaa tcgccagtga aactgaaatt 
360 

gcattcttct gtgaagaaga ttataggaac tacaaagcta atcccatttc atcctggtga 
420 

aaacatctcg agggcttcct ttttgcatac ctgtattaag ctctttattc cactgctgag 
480 

tttttgaaat tgacaaacaa atcttaaaaa attaatccca ggctatactc tttgagctaa 
540 

aatctggtta tttctttctc ttcaggtctt tctttccttc tctctttctt tttctttgtt 
600 

gttgtaaaat aatatattat gagaaaaaca tttgatcttt ttaaagggaa ataaattgtt 
660 

attaaaaatt aaaaaaaaaa aaaaaaaaaa aa 
692 

<210> 5804 
<211> 126 
<212> PRT 

<213> Homo sapiens 
<400> 5804 


Met 

Ala 

Pro 

Gly 

Glu 

Val 

Thr 

lie 

Thr 

Val 

Arg 

Leu 

lie 

Arg 

Ser 

Phe 

1 




5 





10 





15 


Glu 

His 

Arg 

Asn 

Phe 

Lys 

Pro 

Val 

Val 

Tyr 

His 

Gly Val 

Asn 

Leu 

Asp 




20 





25 





30 



Gin 

Thr 

Val 

Lys 

Glu 

Phe 

lie 

Val 

Phe 

Leu 

Lys 

Gin Asp 

Val 

Pro 

Leu 



35 





40 





45 




Arg 

Thr 

Asn 

Leu 

Pro 

Pro 

Pro 

Phe 

Arg 

Asn 

Tyr 

Lys 

Tyr 

Asp 

Ala 

Leu 


50 





55 





60 





Lys 

He 

lie 

His 

Gin. 

Ala 

His 

Lys 

Ser 

Lys 

Thr 

Asn 

Glu 

Leu 

Val 

Leu 

65 





70 





75 





80 

Ser 

Leu 

Glu 

Asp 

Asp 

Glu 

Arg 

Leu 

Leu 

Leu 

Lys 

Glu Asp 

Ser 

Thr 

Leu 





85 





90 





95 


Lys Ala 

Ala 

Gly 

lie 

Ala 

Ser 

Glu 

Thr 

Glu 

lie 

Ala 

Phe 

Phe 

Cys 

Glu 




100 





105 





110 



Glu Asp 

Tyr 

Arg 

Asn Tyr 

Lys 

Ala 

Asn 

Pro 

lie 

Ser 

Ser 

Trp 





115 





120 





125 





<210> 5805 
< 211 > 1112 
<212> DNA 

<213 > Homo sapiens 
<4 00 > 5805 

nntccggagc tccccgctct ccacctcccc ttctgtgggt tccaccacta tggagggcag 
60 

acggtccttc agtttgcagc agcggtcaaa atctgacggg tctgggaaga tctggtagga 
120 


4969 



WO 00/58473 


PCT/l) S00/0862 1 


aaggccatcc ttgcgggggc tgaggccgat ctcctccatg ggctgagtgc tcagtggaga 
180 

gcggggagtt gtgtccacct tgccgacgtc gctagccgtg gggctgtcct gggaaggcgg 
240 

acggcgagcg cccggtgtcc gcactcggcc gcctgccgtg cccgtctgcg cccgtgtcat 
300 

cctcactcgg gacgcaggga ccgtttttaa atcacagggg cgtgtgtcag cctgccctag 
360 

gacttcatgt ctatatattt ccccattcac tgccccgact atctgagatc ggccaagatg 
420 

actgaggtga tgatgaacac ccagcccatg gaggagatcg gcctcagccc ccgcaaggat 
480 

ggcctttcct accagatctt cccagacccg tcagattttg accgctgctg caaactgaag 
540 

gaccgtctgc cctccatagt ggtggaaccc acagaagggg aggtggagag cggggagctc 
600 

cggtggcccc ctgaggagtt cctggtccag gaggatgagc aagataactg cgaagagaca 
660 

gcgaaagaaa ataaagagca gtagagtccc tgtggactcc catgggtcat accagccagc 
720 

atctgttcct gaactgtgtt tttcccatca tgacggaaga agagagtgag ccgcaattgt 
700 

tctgaaaatg tcaaacgagg cttctgtttt gcacctgcag atcaccgagt tggttttctt 
840 

ttcttttctt gccttttttt ttttttgaaa tttgccgagc agtggagccc tctgacaatt 
900 

tgcaaggccc tctgagaaag gaagctgctt agagccaggg ggttagtggg tgaggggagc 
960 

gagtgctgtt tttgagatca ttatctgaac tcaggcagcc tagtagaggc agtggtggga 
1020 

ttccaatggg tcttggtggg tgggaggtgg ggcatgtgca aagcaagcaa ggaacatttg 
1080 

gggtaagaaa acaaacatga ggcaaaaaaa aa 
1112 

<210> 5806 
<211> 105 
<212 > PRT 

<213 > Homo sapiens 
<400> 5806 

Met Ser lie Tyr Phe Pro He His Cys Pro Asp Tyr Leu 
1 S 10 

Lys Met Thr Glu Val Met Met Asn Thr Gin Pro Met Glu 
20 25 

Leu Ser Pro Arg Lys Asp Gly Leu Ser Tyr Gin lie Phe 
35 40 45 

Ser Asp Phe Asp Arg Cys Cys Lys Leu Lys Asp Arg Leu 
50 55 60 

Val Val Glu Pro Thr Glu Gly Glu Val Glu Ser Gly Glu 
65 70 75 

Pro Pro Glu Glu Phe Leu Val Gin Glu Asp Glu Gin Asp 
85 90 

Glu Thr Ala Lys Glu Asn Lys Glu Gin 


Arg 

Ser 

15 

Ala 

Glu 

He 

Gly 

30 



Pro 

Asp 

Pro 

Pro 

Ser 

lie 

Leu 

Arg 

Trp 

80 

Asn 

Cys 

95 

Glu 
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100 105 

<2 10> 5807 
<211> 1429 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 5807 


acccctccat ttctcgccat ggcccctgca 
60 

ttcatcctgg cctttggcac cggagtggag 
120 

cttggaggga tcccggagtc tggtggtccg 
180 

caggaccgca gcatccttgc ccccctggca 
240 

gggcagcaca gcctcatggc agctgaaaga 
300 

gtccttcaga ggtcactgta tgtggcctgc 
360 

tactgggagc ccatacccaa aggccctgtg 
420 

acctgggtgc cgctcctctg ctttgtgctc 
480 

atccttctcg tctttgacta tgctgagctc 
540 

ctggggctgg gcgagcctct ggccctgaag 
600 

ctgcgccacc cagtgtgtgt ggagctgctg 
660 

acggaccgtc tcctccttgc tttcctcctt 
720 

gatcagcaag acctccgcta cctccgggcc 
780 

cggccccagg atggggaggc agagtgagga 
840 

tctcccactg aattctaaat ccttaacatc 
900 

aaatccatgg actgaaggag atgccccttc 
960 

gctccatacc ctaaattctg agtttcagcc 
1020 

aaggaagagt ggggtatgga agtcatctgt 
1080 

ccctcaacag cctcctgaga aggaaaggat 
1140 

ttgcctctgc gcctcagggg tccccttctg 
1200 

ccagggtctg caagttcaac ggtcatagct 
1260 

ctcccggccc tagtctctgc acctccttag 
1320 

gtcaagggga ttctcctgct cttaactcga 
1380 


ctgctcctga tccctgctgc cctcgcctct 
ttcgtgcgct ttacctccct tcggccactt 
gatgcccgcc agggatggct ggctgccctg 
tgggatctgg ggctcctgct tctatttgtt 
gtgaaggcat ggacatcccg gtactttggg 
actgccctgg ccttgcagct ggtgatgcgg 
ttgtgggagg ctcgggctga gccatgggcc 
catgtcatct cctggctcct catctttagc 
atgggcctca aacaggtata ctaccatgtg 
tctccccggg ctctcagact cttctcccac 
acagtgctgt gggtggtgcc taccctgggc 
accctctacc tgggcctggc tcacgggctt 
cagctacaaa gaaaactcca cctgctctct 
gctcactctg gttacaagcc ctgttcttcc 
caggccctgg ctgcttcatg ccagaggccc 
tactacttga gactttattc tctgggtcca 
actgaactcc aaggtccact tctcaccagc 
cccttcactg tttagagcat gacactctcc 
ctgccctgac cactcccctg gcactgttac 
caccgctggc ttccactcca agaaggtgga 
gtccctccag gccccaacct tgcctcacca 
gccctgcctc tgggctcaga ccccaaccta 
tgacttgggg ctccctgctc tcccgaggaa 
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gatgctctgc aggaaaataa aagtcagcct ttttctacaa aaaaaaaaa 
1429 

< 210 > 5808 
< 211 > 261 
<212> PRT 

<213> Homo sapiens 
<4 00> 5808 

Ala Pro Ala Leu Leu Leu lie Pro Ala Ala Leu Ala Ser Phe lie Leu 
1 5 10 15 

Ala Phe Gly Thr Gly Val Glu Phe Val Arg Phe Thr Ser Leu Arg Pro 
20 25 30 

Leu Leu Gly Gly lie Pro Glu Ser Gly Gly Pro Asp Ala Arg Gin Gly 
35 40 45 

Trp Leu Ala Ala Leu Gin Asp Arg Ser lie Leu Ala Pro Leu Ala Trp 
50 55 60 

Asp Leu Gly Leu Leu Leu Leu Phe Val Gly Gin His Ser Leu Met Ala 

65 70 75 80 

Ala Glu Arg Val Lys Ala Trp Thr Ser Arg Tyr Phe Gly Val Leu Gin 

85 90 95 

Arg Ser Leu Tyr Val Ala Cys Thr Ala Leu Ala Leu Gin Leu Val Met 
100 105 110 


Arg 

Tyr Trp 

Glu 

Pro 

lie 

Pro 

Lys 

Gly 

Pro 

Val 

Leu 

Trp 

Glu 

Ala 

Arg 


115 





120 





125 




Ala 

Glu 

Pro 

Trp 

Ala 

Thr 

Trp 

Val 

Pro 

Leu 

Leu Cys 

Phe 

Val 

Leu 

His 


130 





135 





140 





Val 

He 

Ser 

Trp 

Leu 

Leu 

lie 

Phe 

Ser 

lie 

Leu 

Leu 

Val 

Phe 

Asp Tyr 

145 




150 





155 





160 

Ala 

Glu 

Leu 

Met 

Gly 

Leu 

Lys 

Gin 

Val 

Tyr 

Tyr 

His 

Val 

Leu 

Gly Leu 





165 





170 





175 


Gly Glu 

Pro 

Leu 

Ala 

Leu 

Lys 

Ser 

Pro 

Arg 

Ala 

Leu 

Arg 

Leu 

Phe 

Ser 




180 





185 





190 



His 

Leu Arg 

His 

Pro 

Val 

Cys 

Val 

Glu 

Leu 

Leu 

Thr 

Val 

Leu Trp 

Val 



195 





200 





205 




Val 

Pro 

Thr 

Leu 

Gly 

Thr 

Asp 

Arg 

Leu 

Leu 

Leu 

Ala 

Phe 

Leu 

Leu 

Thr 


210 





215 





220 





Leu Tyr Leu Gly 

Leu 

Ala 

His 

Gly Leu 

Asp 

Gin 

Gin 

Asp 

Leu Arg Tyr 

225 





230 





235 





240 

Leu 

Arg 

Ala 

Gin 

Leu 

Gin 

Arg 

Lys 

Leu 

His 

Leu 

Leu 

Ser 

Arg 

Pro 

Gin 




245 





250 





255 


Asp 

Gly Glu Ala 

Glu 













260 

< 210 > 5809 
<211> 2009 
<212> DNA 

<213> Homo sapiens 
<400> 5809 

nttttttttt ttttttttaa gatggaatct cgctccatca cccaggctgg agggcaatgg 
60 

cgtgatctog gctcactgca gcctccacct cctgggttca agcaattctc ctgcctcagc 
120 
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ctcctgagta gttggcacta 
180 

ggtagaagcg gggtttcacc 
240 

tccacccacc tcgctctccc 
300 

tgagtcacga ttctctcggt 
360 

tctgcggaag ggcatgggct 
420 

aactcctacg cctccttccc 
480 

caggaggagc cctgcagaaa 
540 

ctacgctcag gcggggaagc 
600 

ccctgcacct ccccgcagct 
660 

tgggtgaacg ctggggactt 
720 

tctgcacatc tgtgcacagc 
780 

ggtcccagga atgtggatga 
840 

ctgaaggtct aggggagatg 
900 

tccaccccgc attacagctg 
960 

ctggaaggct ggccccttct 
1020 

gggacaggaa actcagggtc 
1080 

aggagctget ctggtcgccg 
1140 

caggcaggac agagagagtt 
1200 

ttcatcatct caggggcaaa 
1260 

cagcctcacc cagcccgact 
1320 

ggactcggag cacttacagg 
1380 

gccaactcct acccacccac 
1440 

actctcacgc cgagcctcct 
1500 

ctatgtggac tggggtctct 
1560 

atgacagcat gagggtgtgg 
1620 

gtccccacct gccagtgtgg 
1680 

acccatcggg caggaggctg 
1740 


taagcatcca acaccatgac 
atgttggcca ggctggtctc 
aaagtgctgg tattacaggc 
taacaggagg gccccccagg 
ctgaccaccg cacactctgg 
agcgggcaca ggccagcccg 
tcccagggag gaagtggggt 
ctagttgcag agtgccgtgc 
gctcccagga cgggcagagg 
gcctggcgct gtgcgtgcac 
agagggaccg caccaggcca 
agagaggctg ctgtgcgact 
gggtggggat gagaggtgct 
gagaggcagg actcaaaccc 
ctcagcctca gtttccccac 
tcaggcctca cggggactcc 
ctgccccagg agcctgagct 
atgggtcacc ctcacgcctg 
cctcagtgga cccggggggc 
catgaggaca ccagtcagca 
tccataaact taaattaact 
taaagcccca gctttcatac 
ccccatcagc cccaagtccc 
gtgtcagatg cagactcttc 
aagctaaccc atgagctctg 
gaagtggggc cgccctttgc 
gcagcccgtg agggtggagc 


cggctaattt ttgtgttttt 
aaactcctga cctcaggtga 
gtgagccacc gagcccaacc 
gaaagagggc gggcgggcgg 
ccgccctccc gagtctccag 
gctgacccct ccccgggaag 
ctggaacggc ctccctgcct 
cagggagtcc gggccacgtc 
cttcggctgt ccacaccctc 
tgaccatgcc aaggcccacg 
ggcactcacc tccgagtccc 
cagtgaagtg ggtgccctcg 
ggggcttcac aggccccccc 
atgtccccca gtccaaaccc 
acccctcgcc cccaactctg 
tacccggctg gggtcaaagg 
gggccggtcc tcaagacctg 
cccagctcta aaagcttcgg 
ttgtggaacc cttcctaacc 
gctaacaccc agacaccctg 
cttccgtcgg ctctctgctg 
cctccttggg caaagacctc 
tccctctggc ccagccctga 
tgaccctgtg agaaaggctc 
gggaggccca gggtctccct 
tgaagcagca gcagaggctc 
cgaatctcat cacccaggaa 


4973 



WO 00/58473 


PCT/US00/08621 


caagcccagt gtggagacca gaagcctgcg tggggcagga gttcccggcg cagcaaggga 
1800 

cgggacgagg accttggtcc cggggcgggg cgggcggggc ccttatctct cagaacactc 
1860 

acaggcaacg cccaggactc cagaatcttc tgccctgggc agggagggcc tgcttggatc 
1920 

cttccccctt ccatcggggg ccacagagca cacccgtgga gaagcaggag cgggccctgg 
1980 

gcctcctcag cttggccacg gagttgctg 
2009 

<210> 5810 
<211> 52 
<212> PRT 

<213> Homo sapiens 
<400> 5810 

Xaa Phe Phe Phe Phe Phe Lys Met Glu Ser Arg Ser 
15 10 

Gly Gly Gin Trp Arg Asp Leu Gly Ser Leu Gin Pro 
20 25 

Phe Lys Gin Phe Ser Cys Leu Ser Leu Leu Ser Ser 
35 40 

His Pro Thr Pro 
50 

<210> 5811 
<211> 1607 
<212> DNA 
<213 > Homo sapiens 

<400> 5811 

gttagcaaga aagtgatgtg ttccgggtag gggaattctg ttttggtatt attttgtctt 
60 

tcctgagaaa agcatcacaa aaagagatgt ttgcccatcc tgtttgctgg ggtagtggga 
120 

agagaccggg ggtgatggtg gtgctggctg gacgtgggtg gtttcacagg acctgctgtg 
180 

tctgagagga gccatgcggt gattagaagc ttggaggctg cagatctgcc gacaccccag 
240 

gccatcgagc cccaggccat cgtgcagcag gtcccagccc ccagtcgaat gcagatgccg 
300 

caggggaacc cgctgctgct gtcccacacc ctgcaggagc tgctggccag ggacaccgtg 
360 

caggtggagc tcattccgga gaagaagggc ctcttcctga agcatgtgga gtatgaggtt 
420 

tccagccagc gcttcaagtc ctcggtatac agacggtaca atgacttcgt ggtcttccag 
480 

gagatgctcc tgcacaagtt cccctaccgt atggtgcctg ccctgccacc caagagaatg 
540 

ctgggagctg acagggagtt catcgaggcc aggaggagag ccctgaagcg cttcgtcaac 
600 . 

ctggtggcgc gacaccccct gttctccgag gatgtggtcc tcaagctctt cctgtccttc 
660 


lie Thr Gin Ala 
15 

Pro Pro Pro Gly 
30 

Trp His Tyr Lys 
45 
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agcggctcgg atgtgcagaa caagttaaag 
720 

ctgaactgta agctggctac cagggccaag 
780 

tttgccatca gccgggagct gatccggaac 
840 

a 999 cc 9 a 9 c ggatcgcgtc gcgggccatc 
900 

aaggagctaa gtgcaatagg gtctgacacg 
960 

agcagcacgt gggggtccct gaagcaggct 
1020 

ctcgccgaca aggctgcaca acagggtaag 
1080 

aacctcttct tggatctgct gcagtcctat 
1140 

gtgttgcaca agcaccagcg ggccctgcac 
1200 

agcgccaccg cgcagaaccg cgagccggag 
1260 

gagcaggaga acgcgattca gacgatggag 
1320 

caccaggaga cgcagctcat ccacgtctac 
1380 

ttcgtcaact ctcagatcca agggcacaag 
1440 

cccaagctca gctgcctctt tgcgggacca 
1500 

ccggaggacg gcctgtgtcc tcactagcgc 
1560 

caagcttatt ccctttagtg agggttaatt 
1607 

<210> 5812 
<211> 463 
<212 > PRT 

<213 > Homo sapiens 


gagtcagcac agtgcgtcgg ggacgaattc 
gacttcctcc cagctgacat ccaggctcag 
atctacaata gctttcacaa gcttcgcgac 
gacaatgcgg cagatcttct catattcggg 
accccgctgc cctcctgggc cgctctgaat 
ctgaaaggcc tgtctgtgga attcgcgctg 
caggaagaga acgacgtggt ggagaagctg 
aaggacctgt gcgagcggca tgagaagggc 
aagtacagcc tgatgaagag gcagatgatg 
tccgtggagc agctggagtc ccgcatcgtg 
ctgcggaact acttctccct gtactgcctg 
ctgcccctca cctcccacat cctccgcgcc 
gagatgagca aggtgtggaa cgacctgagg 
cacagcaccc tgaccccacc gtgctccccg 
ctgaggctga ggtggtgctc cctgcggccg 
ttagcttgca ctggccg 


<400> 5812 

Trp Trp Cys Trp Leu Asp Val Gly 
1 5 

Glu Arg Ser His Ala Val He Arg 
20 

Thr Pro Gin Ala lie Glu Pro Gin 
35 40 

Pro Ser Arg Met Gin Met Pro Gin 
50 55 

Thr Leu Gin Glu Leu Leu Ala Arg 
65 70 

Pro Glu Lys Lys Gly Leu Phe Leu 
85 

Ser Gin Arg Phe Lys Ser Ser Val 
100 

Val Phe Gin Glu Met Leu Leu His 


Gly Phe Thr Gly Pro Ala Val Ser 
10 15 

Ser Leu Glu Ala Ala Asp Leu Pro 
25 30 

Ala lie Val Gin Gin Val Pro Ala 
45 

Gly Asn Pro Leu Leu Leu Ser His 
60 

Asp Thr Val Gin Val Glu Leu lie 
75 8° 

Lys His Val Glu Tyr Glu Val Ser 
90 55 

Tyr Arg Arg Tyr Asn Asp Phe Val 
105 HO 

Lys Phe Pro Tyr Arg Met Val Pro 
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115 120 125 

Ala Leu Pro Pro Lys Arg Met Leu Gly Ala Asp Arg Glu Phe lie Glu 
130 135 140 

Ala Arg Arg Arg Ala Leu Lys Arg Phe Val Asn Leu Val Ala Arg His 

145 150 15S 160 

Pro Leu Phe Ser Glu Asp Val Val Leu Lys Leu Phe Leu Ser Phe Ser 

165 170 175 

Gly Ser Asp Val Gin Asn Lys Leu Lys Glu Ser Ala Gin Cys Val Gly 
180 185 190 

Asp Glu Phe Leu Asn Cys Lys Leu Ala Thr Arg Ala Lys Asp Phe Leu 
195 200 205 

Pro Ala Asp He Gin Ala Gin Phe Ala lie Ser Arg Glu Leu lie Arg 
210 215 220 

Asn lie Tyr Asn Ser Phe His Lys Leu Arg Asp Arg Ala Glu Arg lie 

225 230 235 240 

Ala Ser Arg Ala lie Asp Asn Ala Ala Asp Leu Leu lie Phe Gly Lys 

245 250 255 

Glu Leu Ser Ala lie Gly Ser Asp Thr Thr Pro Leu Pro Ser Trp Ala 
260 265 270 

Ala Leu Asn Ser Ser Thr Trp Gly Ser Leu Lys Gin Ala Leu Lys Gly 
275 280 285 

Leu Ser Val Glu Phe Ala Leu Leu Ala Asp Lys Ala Ala Gin Gln t Gly 
290 295 300 

Lys Gin Glu Glu Asn Asp Val Val Glu Lys Leu Asn Leu Phe Leu Asp 

305 310 315 320 

Leu Leu Gin Ser Tyr Lys Asp Leu Cys Glu Arg His Glu Lys Gly Val 

325 330 335 

Leu His Lys His Gin Arg Ala Leu His Lys Tyr Ser Leu Met Lys Arg 
340 345 350 

Gin Met Met Ser Ala Thr Ala Gin Asn Arg Glu Pro Glu Ser Val Glu 
355 360 365 

Gin Leu Glu Ser Arg lie Val Glu Gin Glu Asn Ala lie Gin Thr Met 
370 375 380 

Glu Leu Arg Asn Tyr Phe Ser Leu Tyr Cys Leu His Gin Glu Thr Gin 

385 390 395 400 

Leu lie His Val Tyr Leu Pro Leu Thr Ser His lie Leu Arg Ala Phe 

405 410 415 

Val Asn Ser Gin lie Gin Gly His Lys Glu Met Ser Lys Val Trp Asn 
420 425 430. 

Asp Leu Arg Pro Lys Leu Ser Cys Leu Phe Ala Gly Pro His Ser Thr 
435 440 445 

Leu Thr Pro Pro Cys Ser Pro Pro Glu Asp Gly Leu Cys Pro His 
450 455 460 

<210> 5813 
<211> 2991 
<212 > DNA 
<213> Homo sapiens 

<400> 5813 

nttgatgtat gtaattgatc actttattaa ctggcaaaaa gaagccttgt tgaggtgata 
60 

aaccgaactt cattacatcc tgtatgtcga gagcaaacac attgggacgt ggctgatggg 
120 
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ttcccatttc aaggctgatt 
180 

attgaatttt tctttcttta 
240 

tgtatgctct accatccaga 
300 

ctgtttaacc ttgttcacca 
360 

tatgatatat atgggaagag 
420 

agaacccctg ctgaaattcg 
480 

agattgcagc agcgaaccaa 
540 

atcccgtgga atccgacccg 
600 

cgtgggctac ctgcagtggc 
660 

agacactaaa accagccact 
720 

actgatcagc tatcagcaca 
780 

gcagagcagg cttctttggg 
840 

acagcgtttt gggtgcagct 
900 

agctcaacag ggccagtcag 
960 

ccagcgccat gttctatgcc 
1020 

tgatcatcaa accatacctc 
1080 

gcgccgccac cgatgtgctg 
1140 

aggaatctgt ccgaaggata 
1200 

atgcctggta cgggaagttt 
1260 

ttgacgtgac tgtgcccctg 
1320 

cctccaaggc tgggctgcct 
1380 

aagtgctcta tcagttccgg 
1440 

tccggatacc aaagcagtcc 
1500 

tttttaaaag gccgcaaaaa 
1560 

ccagacatca gatgttttta 
1620 

atgtgaaggg acatgcagac 
1680 

ccccactggg aaccagactg 
1740 


ctgatgatga taatgtttaa 
ggcctcttct gaagagctga 
caagcacaga gacccagagc 
ggcttatgaa gtgcttagtg 
aggactggaa atggaaggat 
agaggagttt gagcggctgc 
tcccaagctt tgtgacaaca 
gcctgaccac tgtcctagct 
gatggggtat ccagtcagcc 
tcactgtggc cctgcagctg 
aattccaaga tgacgatcag 
acggtggtgg agtacggagc 
gtcagcgttg gagttccaca 
acatacttct tccctattca 
accgtggggc ctctagtggt 
agggctcaga aagagaagga 
cagaagaagc aagaggcgga 
attgaggcag aagagtccag 
gtcaatgaca agagcaggaa 
cagtgcctgg tgaaggactc 
ggcttttatg acccgtgtgt 
ggcgtcctgc atcaggtgat 
cacaggatcg atacagatgg 
atcttttcct gggagtctac 
ttttatatta ttattataga 
accccagctt ttgagggtgc 
cagcctggcc catggctgtt 


gtagcattga ttgttctcta 
aagctgccta ccggaggctc 
tcaagtcaca ggcggaacga 
acccccaaac cagggccatc 
gggaggttgt ggaaaggagg 
agagagagag agaagagagg 
aactgtgctc tgcagttttc 
cggaacctag acaagaacac 
atgaacacta gcatcgtccg 
ggaatccctc actcctttgc 
actcgtgtga aaggatccct 
tgagaggaag atctccaggc 
gggcgtttct ctcaaagtca 
cttgacggac cagcttctgc 
ctactttgcc atgcaccgtc 
attggagaag cagagggaaa 
gtccgctgtc cggctgatgc 
aatgggcctc atcatcgtca 
gagcgagaag gtgaaggtga 
gaagctcatc ctcacggagg 
g9999 aa 9 a 9 aagaacctga 
ggtgctggac agtgaggccc 
ataaactgcc aagaaccaga 
aaatttggaa atgaaaaaac 
aggtggtacc attatcaatt 
tgggggtagg actgaggcag 
ttcccaagga tcagttcctg 
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gagggaaggg ctctggccct gactccgctg tgtcccgagc acacgtgctg accgcagccc 
1800 

gccgccctgt agttcttggc tgggtctgga ggtgtctgtg gagcaccctg ccctcaccac 
1860 

aggagcgtga gccacttctg cagtccacgc tgaacatggg aaacaacctg aaaagcaggc 
1920 

aggcctcccg gtcagggagc ctctgctgtg ctggcttccc atgaccacct cctcttgctg 
1980 

aaatattact gcttgaatct ggagcagatt gcgggtttat aaaactgctt tttatctgag 
2040 

aacaaacggg tttggaaatt agtcgtcttt tttccccact cccagagctg ctcaagtcat 
2100 

tccaccggcc ccctcggctt gggacagggt agtgtaactc ccgatcccag ggcctagccc 
2160 

tgacacaggt ggcttcccgt atcccggtgg gaaaacgccc tgccaccagc gggcttgagc 
2220 

tggcctgtgt ccctccaccg cctgcaccac ccacctccag agtgcagtgc tgggcaaggg 
2280 

cagctcaaga ggacaggacc aggcgcttgg caagacatca gacacaccca acccaaaggc 
2340 

gtggacccca ggcccggccc gtggtaccca gcaggtggca ctgcagctcc ccgctcctgc 
2400 

aggtccagcg tcctcacagg aacaccaggg cctgtgctcc ggagccttcc ttcagaccct 
2460 

tcctccacgt gcccacttgg gatgcagaat gcagcggagc taggaccccc tccacggcct 
2520 

ggacctcggc tgcagtaaag ttacgtgagg cctgtctctc ggggcctgga agtggcagcc 
2580 

atcagttgct cttgctgacc cctcggagca agcgccgcac aggtggtggc tgagacagct 
2640 

ggcgcggggg gccccaagct gcgccggcct ccagcccacc cacagctgtt gctgaagtca 
2700 

ggcctccctc cccagcactg gtatctgagt aacggctaag aacctccttc ctctggtttt 
2760 

gaaaagcagt tcgggttgtc caattctgta acattcatct ccatttttta aaaaggtttc 
2820 

tctgacggcc ccacggcccg agccgcggtg agcgtcgtgt tgcatgagcc tgggccccgg 
2880 

gcttcccgtg cgcctctgcc gcaggtgctt ctgggcaccc atcctctgcg tttcatttgc 
2940 

agtcgactgt acagaaggca ctcaccacaa taaacctttc ctgaaagcag a 
2991 

<210> 5814 
<211> 149 
<212> PRT 

<213> Homo sapiens 
<400> 5814 

Ala Ser Ser Glu Glu Leu Lys Ala Ala Tyr Arg Arg Leu Cys Met Leu 
1 5 10 15 

Tyr His Pro Asp Lys His Arg Asp Pro Glu Leu Lys Ser Gin Ala Glu 
20 25 30 

Arg Leu Phe Asn Leu Val His Gin Ala Tyr Glu Val Leu Ser Asp Pro 
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35 40 45 

Gin Thr Arg Ala lie Tyr Asp lie Tyr Gly Lys Arg Gly Leu Glu Met 
50 55 60 

Glu Gly Trp Glu Val Val Glu Arg Arg Arg Thr Pro Ala Glu He Arg 

65 70 75 80 

Glu Glu Phe Glu Arg Leu Gin Arg Glu Arg Glu Glu Arg Arg Leu Gin 

85 90 95 

Gin Arg Thr Asn Pro Lys Leu Cys Asp Asn Lys Leu Cys Ser Ala Val 
100 105 HO 

Phe lie Pro Trp Asn Pro Thr Arg Pro Asp His Cys Pro Ser Ser Glu 
115 120 125 

Pro Arg Gin Glu His Arg Gly Leu Pro Ala Val Ala Met Gly Tyr Pro 
130 ‘ 135 140 

Val Ser His Glu His 
145 

<210> 5815 
< 211 > 590 
<212> DNA 
<2 13 > Homo sapiens 

<400> 5815 

ttcatccagg ctgctcttgg ggatcagcca cgtgatatcc tttgtggggc agctgatgaa 
60 

gttctagctg ttctaaagaa tgaaaagctg cgggacaagg aaaggcgaaa ggagattgac 
120 

ctgctgctgg gtcaaacaga tgataccaga taccatgtgc tagtgaacct gggcctcccg 
180 

agtctcttta gttttgggct tgtagatgat gcccaccatc tcatcaatgc cctccgacag 
240 

cagagtataa cccttcatct tgttgatgtc atgccggtcc tcatcacgct ttcttcgctt 
300 

ggctcttctt tcctcctgca tctgcggttt ggtccgttga gccttgtctc ccatacgggt 
360 

gccctccagc ttcccaacaa gggacagcac ctctcctgtg ggttcatccc ggcgggtccg 
420 

gtcaatgaga gaacggtcag cttggagcac aagattcgag ttcgccttgt actcgtattg 
480 

cagactacgg gcggttacat ccgccatggc cgcggctgct cggaggcttc agaccaccac 
540 

gcctccatac cgcaagctgc aaacggccgc agatctctgc tcctggcgcc 
590 

<210> 5816 
<211> 196 
<212> PRT 

<213> Homo sapiens 


<400> 5816 
Phe lie Gin Ala Ala 
1 5 

Ala Ala Asp Glu Val 
20 

Lys Glu Arg Arg Lys 


Leu Gly Asp Gin Pro Arg Asp He Leu Cys Gly 
10 15 

Leu Ala Val Leu Lys Asn Glu Lys Leu Arg Asp 
25 30 

Glu lie Asp Leu Leu Leu Gly Gin Thr Asp Asp 
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35 40 45 

Thr Arg Tyr His Val Leu Val Asn Leu Gly Leu Pro Ser Leu Phe Ser 
50 55 60 

Phe Gly Leu Val Asp Asp Ala His His Leu lie Asn Ala Leu Arg Gin 

65 70 75 80 

Gin Ser lie Thr Leu His Leu Val Asp Val Met Pro Val Leu lie Thr 

85 90 95 

Leu Ser Ser Leu Gly Ser Ser Phe Leu Leu His Leu Arg Phe Gly Pro 
100 105 HO 

Leu Ser Leu Val Ser His Thr Gly Ala Leu Gin Leu Pro Asn Lys Gly 
115 120 125 

Gin His Leu Ser Cys Gly Phe He Pro Ala Gly Pro Val Asn Glu Arg 
130 135 140 

Thr Val Ser Leu Glu His Lys lie Arg Val Arg Leu Val Leu Val Leu 

145 150 155 160 

Gin Thr Thr Gly Gly Tyr lie Arg His Gly Arg Gly Cys Ser Glu Ala 

165 170 175 

Ser Asp His His Ala Ser lie Pro Gin Ala Ala Asn Gly Arg Arg Ser 
180 185 190 

Leu Leu Leu Ala 
195 

<210> 5817 

<211> 648 

<212> DNA 

<213 > Homo sapiens 

<400 > 5817 

cccaaagatg cagaactaca aagcaagccc caagatggag tgagcaacaa caatgaaatt 
60 

cagaagaaag ccaccatggg gcagttacag aacaaggaga acaataacac caaggacagc 
120 

cctagtaggc agtgctcctg ggacaagtct gagtcacccc agagaagcag catgaacaat 
180 

ggatccccca cagctctatc aggcagcaaa accaacagcc caaagaacag tgttcacaag 
240 

ctagatgtgt ctagaagccc ccctctcatg gtcaaaaaga acccagcctt taataagggt 
300 

agtgggatag ttaccaatgg gtccttcagc agcagtaatg cagaaggtct tgagaaaacc 
360 

caaaccaccc ccaatgggag cctacaggcc agaaggagct cttcactgaa ggtatctggt 
420 

accaaaatgg gcacgcacag tgtacagaat ggaacggtgc gcatgggcat tttgaacagc 
480 

gacacactcg ggaaccccac aaatgttcga aacatgagct ggctgccaaa tggctatgtg 
540 

accctgaggg ataacaagca gaaagaacaa gctggagagt taggccagca caacagactg 
600 

tcacctatga taatgtccat cacagttctc catgatgaac ttgatgac 
648 

<210> 5818 
<211> 191 
<212> PRT 
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<213 > Homo sapiens 
<400> 5818 

Met Gly Gin Leu Gin Asn Lys Glu Asn .Asn Asn Thr Lys Asp Ser Pro 
1 5 10 15 

Ser Arg Gin Cys Ser Trp Asp Lys Ser Glu Ser Pro Gin Arg Ser Ser 
20 25 30 

Met Asn Asn Gly Ser Pro Thr Ala Leu Ser Gly Ser Lys Thr Asn Ser 
35 40 45 

Pro Lys Asn Ser Val His Lys Leu Asp Val Ser Arg Ser Pro Pro Leu 
50 55 60 

Met Val Lys Lys Asn Pro Ala Phe Asn Lys Gly Ser Gly lie Val Thr 

65 70 75 80 

Asn Gly Ser Phe Ser Ser Ser Asn Ala Glu Gly Leu Glu Lys Thr Gin 

85 90 95 

Thr Thr Pro Asn Gly Ser Leu Gin Ala Arg Arg Ser Ser Ser Leu Lys 
100 105 HO 

Val Ser Gly Thr Lys Met Gly Thr His Ser Val Gin Asn Gly Thr Val 
115 120 125 

Arg Met Gly He Leu Asn Ser Asp Thr Leu Gly Asn Pro Thr Asn Val 
130 135 140 

Arg Asn Met Ser Trp Leu Pro Asn Gly Tyr Val Thr Leu Arg Asp Asn 

145 - 150 155 160 

Lys Gin Lys Glu Gin Ala Gly Glu Leu Gly Gin His Asn Arg Leu Ser 

165 170 175 

Pro Met lie Met Ser lie Thr Val Leu His Asp Glu Leu Asp Asp 
180 185 190 

<210> 5819 
<211> 1652 
< 2 1 2 > DNA 
<213> Homo sapiens 

<4 00> 5819 

gatattcttt tggaaacgta atattggcct tggggctctc cagccctttg ggacttccaa 
60 

tgggatctta gaagcagccg aagcagcgtg agggcggccg agggccagcc acgatttgaa 
120 

cgctctgcct tgcagctctt ctggaccgag gagcccaaag ccctaccctc accattcacc 
180 

aggtcctgtg ggaagagcag cgtggaggtg ggctgaggtt agaaggtgca gagcgtggaa 
240 

gaagattgtg agctgagtat tggacatctg ttcttgaata gtccctgggc ctgccatagg 
300 

aaaggaagtt ctccagggtt acagttctta tccgcgtgaa tacacatggc tctgttacga 
360 

aaaattaatc aggtgctgct gttccttctg atcgtgaccc tctgtgtgat tctgtataag 
420 

aaagttcata aggggactgt gcccaagaat gacgcagatg atgaatccga gactcctgaa 
480 

gaactggaag aagagattcc tgtggtgatt tgtgctgcag cagggaggat gggtgccact 
540 

atggctgcca tcaatagcat ctacagcaac cctgacgcca acatcttgtt ctatgtagtg 
600 
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ggactccgga atactctgac tcgaatacga 
660 

ataaacttta aaatcgtgga attcaacccg 
720 

tcatcgaggc ctgaattgct ccagcctctg 
780 

atccaccaac acgagaaagt catctatttg 
840 

caagaactgt atgacaccac cttggccctg 
900 

gatttgccct ctgctcagga cataaacaga 
960 

tatctggact accggaagaa ggccatcaag 
1020 

ttcaatcctg gtgtgattgt tgccaacatg 
1080 

caattggaga aatggatgca aaagaatgtg 
1140 

ccatgcttgg aaacaaaatc attcaattaa 
1200 

atttcacagt catctcaggt cagattttct 
1260 

gcagtcaatt aaaacctttc ctcaaaagat 
1320 

cgaggagtcc ctgattatac attttcctag 
1380 

ttccaccaaa caatcttcat ttatcttagt 
1440 

attaaggatt attatataaa gtcaattttg 
1500 

tttttcgtta tcggagtttt aaaatagaga 
1560 

tatcccatca ttgtattgcc tagcagtctt 
1620 

ccttgaattt gcaagtaaag ttattctaaa 
1652 

<210> 5820 
<211> 274 
<212> PRT 

<213 > Homo sapiens 


<400> 5820 


Met 

Ala 

Leu 

Leu 

Arg 

Lys 

lie 

Asn 

l 




5 




Val 

Thr 

Leu 

Cys 

Val 

lie 

Leu 

Tyr 




20 





Pro 

Lys 

Asn 

Asp 

Ala 

Asp Asp 

Glu 



35 





40 

Glu 

Glu 

He 

Pro 

Val 

Val 

lie 

Cys 


50 





55 


Thr 

Met 

Ala 

Ala 

lie 

Asn 

Ser 

lie 

65 





70 



Leu 

Phe 

Tyr 

Val 

Val 

Gly Leu 

Arg 


aaatggattg aacattccaa actgagagaa 
atggtcctca aagggaagat cagaccagac 
aactttgttc gattttatct ccctctactt 
gacgatgatg taattgtaca aggtgacatc 
ggccacgcgg cggctttctc agatgactgc 
ctcgtgggac ttcagaacac atatatgggc 
gaccttggca tcagccccag cacctgctct 
acagaatgga agcaccagcg catcaccaag 
gagtacgtga aggcttctct accatttttt 
ttttccacac atagctcaag ggttagaaat 
tacagaggca atgttaagaa agaaaagggg 
ataaatcaga ggaatcaaga tcctgtggag 
taagctgttg aaaaatgtga cttgaatctt 
tgagtttccc ctcctaacat agattttttt 
ctttttaagg tttattttta taatttataa 
agataaaaat aagtctaata caagcactat 
gtgtatctgg atattttaat accatcataa 
ta 


Gin 

Val 

10 

Leu 

Leu 

Phe 

Leu 

Leu 

15 

lie 

Lys 

25 

Lys 

Val 

His 

Lys 

Gly 

30 

Thr 

Val 

Ser 

Glu 

Thr 

Pro 

Glu 

45 

Glu 

Leu 

Glu 

Ala 

Ala 

Ala Gly Arg 
60 

Met 

Gly 

Ala 

Tyr 

Ser 

Asn 

75 

Pro 

Asp 

Ala 

Asn 

lie 

80 

Asn 

Thr 

Leu 

Thr 

Arg 

lie 

Arg 

Lys 
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85 


Trp 

lie 

Glu 

His 

Ser 

Lys 

Leu 

Arg 




100 





Phe 

Asn 

Pro 

Met 

Val 

Leu 

Lys 

Gly 



115 





120 

Pro 

Glu 

Leu 

Leu 

Gin 

Pro 

Leu 

Asn 


130 





135 


Leu 

lie 

His 

Gin 

His 

Glu 

Lys 

Val 

14 5 





150 



Val 

Gin 

Gly 

Asp 

lie 

Gin 

Glu 

Leu 





165 




His 

Ala 

Ala 

Ala 

Phe 

Ser 

Asp 

Asp 




180 





He 

Asn 

Arg 

Leu 

Val 

Gly 

Leu 

Gin 



195 





200 

Tyr Arg 

Lys 

Lys 

Ala 

lie 

Lys 

Asp 


210 





215 


Ser 

Phe 

Asn 

Pro 

Gly Val 

lie 

Val 

225 





230 



Gin Arg 

lie 

Thr 

Lys 

Gin 

Leu 

Glu 





245 




Tyr Val 

Lys 

Ala 

Ser 

Leu 

Pro 

Phe 


260 

Phe Asn 



90 





95 


Glu 

lie 

Asn 

Phe 

Lys 

lie 

Val 

Glu 

105 





110 



Lys 

lie 

Arg 

Pro 

Asp 

Ser 

Ser 

Arg 





125 




Phe 

Val 

Arg 

Phe 

Tyr 

Leu 

Pro 

Leu 




140 





lie 

Tyr 

Leu Asp 

Asp 

Asp 

Val 

lie 



155 





160 

Tyr 

Asp 

Thr 

Thr 

Leu 

Ala 

Leu 

Gly 


170 





175 


Cys 

Asp 

Leu 

Pro 

Ser 

Ala 

Gin 

Asp 

185 





190 



Asn 

Thr 

Tyr Met 

Gly 

Tyr 

Leu 

Asp 





205 




Leu 

Gly 

lie 

Ser 

Pro 

Ser 

Thr 

Cys 




220 





Ala 

Asn 

Met 

Thr 

Glu 

Trp Lys 

His 



235 





240 

Lys 

Trp 

Met 

Gin 

Lys 

Asn 

Val 

Glu 


250 





255 


Phe 

Pro 

Cys 

Leu 

Glu 

Thr 

Lys 

Ser 

265 





270 




<210> 5821 
<211> 3292 
<212> DNA 

<213 > Homo sapiens 


<4 00> 5821 

ngcctgtaac cccaacactt 
60 

cgagaccagc ctggtcaaca 
120 

taaaaaggaa aaaatataac 
180 

gatacacttt ggggagtgaa 
240 

ggtaatattt ttctctttat 
300 

gacattctto ttttggccga 
360 

gcaaatgaag atgatgaagt 
420 

gccagcttgg aattaaataa 
480 

ccctttgcct ggagccctct 
540 

ttactggctt tacacattga 
600 

gaagaccctc ggagccaggg 
660 


tgggaggcca cgccaggagg 
tagcgagact tcgtcactag 
ttagagcccc ctatgaaaaa 
atttcacagt acctttattt 
cagctgtggc actaaaataa 
tgaaaaattt gacttcgatc 
cttcttcgga ccctttggac 
tccggttccc gaacagcctc 
ggccggggag aagttcgtgg 
gagcagcagc cggaaccagg 
cgtggaaaga ttcatacagg 


atcacttgag gccaggagtt 
aaaaaattta aaaaattttt 
ctaaattagc atcatgacag 
aattccaagc catagagcct 
cagtggattt tttccctcta 
tttcattgtc ttcttcgagt 
ataaagaaag atgtattgct 
cgttgcccac atctgagagt 
aggtgtacaa agaagctcac 
cagcccaagc tgccaagcct 
agtcaaaatt aaaaataaac 
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ctctttgaga aagaaaagga 
720 

tacctgtcag acagcccctt 
780 

tccccggccc tgcccagctc 
840 

cactctgctc atgctttgcc 
900 

actcagagga agcccgggac 
960 

agcatccctg gggctgcgga 
1020 

aaaatcccag ctgagaagga 
1080 

gctgtcaatg tgccggccgc 
1140 

ccaaacaagt tggggctgaa 
1200 

gcaaggaagt cctcctcggg 
1260 

gcagtgggca aagctaaatc 
1320 

ctgtcaaaca tcagcaagtc 
1380 

gcaggccctg tgggggcatc 
144 0 

gcggagcagc tcacggcacc 
1500 

ggcggccagt ggctgaactc 
1560 

agaagtatca gacggcgaga 
1620 

acaaatcaat ttaaaattcc 
1680 

aagctttcgc gggcacagcg 
1740 

agcaccccgg ttagacgctc 
1800 

gtgtcagcct tgcccacacc 
1860 

aaaacgatgc ccagggccgt 
1920 

gagccccgca agaactctgc 
1980 

gattccaggc tggtggatgt 
2040 

gcacttaact tttctccaga 
2100 

gtagctcggg aggaagccaa 
2160 

gatatcaaac tggaaccact 
2220 

cttcctctca tcgacttctg 
2280 


aatgaagaaa agccccacgt 
gctggggccc cctgtgggtg 
tggtgcccag gcccgcctca 
cagggaatca tgcactgctc 
caaattgctg ctgcctcgag 
gaagcccaag aaagagattc 
atcccaccgg gatgttct'cc 
cggaagccac ttgggccagg 
gaagaccctg ttaaaagcac 
gcctgtttgg agcggggcat 
aagtgaattt gcaagtattc 
aggcagaatg ggacccgcca 
ctcctggcag gccaagcggg 
cccctcagca tcccccaccc 
cagttgcgct tggtcagaat 
ttcctgtcta aattccaaga 
taagttttct attggtgact 
gccgcagtcg tgcacgtcag 
atctgggcca gcaccacaaa 
cgccagccgg cgctgctctg 
gggctctccc ctgtgtgtgc 
aatgagaact gaaccaacaa 
gtcccctgac aggggttctc 
ggaaagcgat tctactttct 
gccgggtgga gatgcagccc 
cgcggtcact ccagatgctg 
cgatacccca gaagcacacg 


ctcttaaaag ggagacatac 
agcctcggct cttggcctcc 
cccgggcgcc ggggcctccg 
atgctgcaag tcaggcagcg 
cggcctctgt tagaggaaga 
cagctagtcc ttccaggaca 
ctgacaaacc tgccccgggt 
gcaagcgggc gatccctgtt 
ccggctctac cagcaatctc 
ccagtgcgtg cacatcccca 
ctgcaaatag ctcccggcct 
tgctgcggcc agctctgcct 
tcgatgtttc tgagctggca 
aaccccagac tccggaaggt 
cttctcaatt gaataagact 
caaaggttat gcctactcct 
ccccggacag ctcaacacca 
ttggcagggt cactgtccac 
gcctgctgag cgcatggcgt 
gccttccacc gatgaccccc 
cagctcggag acgttcctct 
gggagagcaa cagaaagaca 
ctccttcccg tgtgcctcag 
ccaaaagtac tgccacagaa 
ctagtgaggc tcttcttgta 
caagccagcc cctcattgac 
tggctgtagg atctgaaagc 
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aggcctctga tcgacctcat gacaaacact 
2340 

tcaccggtgg tgggacagct catagacctg 
2400 

gctgacaagg agaacgtgga ttccccactc 
246 0 

ccttgaaaga acagccctaa agtggttttc 
2520 

cagtggctta cacttgtaac cctagaactt 
2580 

ccaggagttc gggaccagcc tgggaaatat 
2640 

aaaattagcc gggtgtggta gtgcatgcct 
2700 

ggaggatggc ctgagctcaa ggagatgcag 
2760 

ctccagcctg ggcaccaatg tgagaacctg 
2820 

tagtagaagt tttatttgaa aaagaaaaat 
2880 

ggtgggctga gggactgggg ccagcacgga 
2940 

cctcctcgct gccattctct gggctggaat 
3000 

tttcttttga atgttttgta tgtaaaatag 
3060 

taaatagtta gatattctag atttacatta 
3120 

tatcttgatt tttaagctta tcttgatttt 
3180 

atcagtaagg ctactatcta gactcgaatg 
3240 

caatataaat tgatgtcagt gcaggcccgg 
3292 

<2 10> 5822 
<211> 712 
<212> PRT 
<213> Homo sapiens 


<400> 5822 


He 

Leu 

Leu 

Leu 

Ala 

Asp 

Glu 

Lys 

1 




5 




Ser 

Ser 

Ser 

Ala 

Asn 

Glu 

Asp 

Asp 




20 





His 

Lys 

Glu 

Arg 

Cys 

lie 

Ala 

Ala 



35 





40 

Pro 

Glu 

Gin 

Pro 

Pro 

Leu 

Pro 

Thr 


50 





55 


Pro 

Leu 

Ala 

Gly 

Glu 

Lys 

Phe 

Val 

65 





70 



Leu 

Ala 

Leu 

His 

lie 

Glu 

Ser 

Ser 





85 




Ala 

Lys 

Pro 

Glu 

Asp 

Pro 

Arg 

Ser 


ccagacatga ataaaaatgt ggccaaacct 
agctcccctc tgatccagct gagccctgag 
ctcaagttct aagccgaacc aaatcctttg 
aaccctcaga aacaagcttt aggctggtcg 
gggaggctga ggtgggcgga ttacttgagc 
agtgaaactc ctgtccctac aaaaaataca 
gtagtcccag ctacttggga ggctgaagtg 
gctgcagtgg gctgtgattg tgccactgca 
tcttggaaaa aaaaaaaaag aaacatgttt 
aagcataaat atattcccag tgctggagag 
ccacccaagg cctctgcttc ccgccgccac 
gtgaagcctc agtcactcta aatgaagaat 
caagtggcta tttttaaagt taagtttgta 
aattgtaaaa taaatggact tattgaagca 
caaacatgca tagctatttt tatcactcta 
ctttcataca agtgattttc aaaaattagt 
cccgccccca gatacactag tt 


Phe 

Asp 

Phe 

Asp 

Leu 

Ser 

Leu 

Ser 


10 





15 


Glu 

Val 

Phe 

Phe 

Gly 

Pro 

Phe 

Gly 

25 





30 



Ser 

Leu 

Glu 

Leu 

Asn 

Asn 

Pro 

Val 





45 




Ser 

Glu 

Ser 

Pro 

Phe 

Ala 

Trp 

Ser 




60 





Glu 

Val 

Tyr Lys 

Glu 

Ala 

His 

Leu 



75 





80 

Ser 

Arg 

Asn 

Gin 

Ala 

Ala 

Gin 

Ala 


90 





95 


Gin 

Gly Val 

Glu 

Arg 

Phe 

lie 

Gin 
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100 

Glu Ser Lys Leu Lys lie Asn Leu 
115 120 

Lys Ser Pro Thr Ser Leu Lys Arg 
130 135 

Pro Leu Leu Gly Pro Pro Val Gly 
145 150 

Pro Ala Leu Pro Ser Ser Gly Ala 
165 

Gly Pro Pro His Ser Ala His Ala 
180 

His Ala Ala Ser Gin Ala Ala Thr 
195 200 

Leu Leu Pro Arg Ala Ala Ser Val 
210 215 

Ala Glu Lys Pro Lys Lys Glu lie 
225 230 

lie Pro Ala Glu Lys Glu Ser His 
245 

Ala Pro Gly Ala Val Asn Val Pro 
260 

Gly Lys Arg Ala lie Pro Val Pro 
275 280 

Leu Leu Lys Ala Pro Gly Ser Thr 
290 295 

Ser Gly Pro Val Trp Ser Gly Ala 
305 310 

Val Gly Lys Ala Lys Ser Ser Glu 
325 

Ser Arg Pro Leu Ser Asn lie Ser 
340 

Met Leu Arg Pro Ala Leu Pro Ala 
355 360 

Gin Ala Lys Arg Val Asp Val Ser 
370 375 

Ala Pro Pro Ser Ala Ser Pro Thr 
385 390 

Gly Gin Trp Leu Asn Ser Ser Cys 
405 

Asn Lys Thr Arg Ser He Arg Arg 
420 

Thr Lys Val Met Pro Thr Pro Thr 
435 440 

Ser lie Gly Asp Ser Pro Asp Ser 
450 455 

Gin Arg Pro Gin Ser Cys. Thr Ser 
465 470 

Thr Pro Val Arg Arg Ser Ser Gly 
485 

Ala Trp Arg Val Ser Ala Leu Pro 
500 

Gly Leu Pro Pro Met Thr Pro Lys 
515 520 

Pro Leu Cys Val Pro Ala Arg Arg 


105 110 

Phe Glu Lys Glu Lys Glu Met Lys 
125 

Glu Thr Tyr Tyr Leu Ser Asp Ser 
140 

Glu Pro Arg Leu Leu Ala Ser Ser 
155 160 
Gin Ala Arg Leu Thr Arg Ala Pro 
170 175 

Leu Pro Arg Glu Ser Cys Thr Ala 
185 19 ° 

Gin Arg Lys Pro Gly Thr Lys Leu 
205 

Arg Gly Arg Ser lie Pro Gly Ala 
220 

Pro Ala Ser Pro Ser Arg Thr Lys 
235 240 

Arg Asp Val Leu Pro Asp Lys Pro 
250 255 

Ala Ala Gly Ser His Leu Gly Gin 
265 270 

Asn Lys Leu Gly Leu Lys Lys Thr 
285 

Ser Asn Leu Ala Arg Lys Ser Ser 
300 

Ser Ser Ala Cys Thr Ser Pro Ala 
315 320 

Phe Ala Ser lie Pro Ala Asn Ser 
330 335 

Lys Ser Gly Arg Met Gly Pro Ala 
345 350 

Gly Pro Val Gly Ala Ser Ser Trp 
365 

Glu Leu Ala Ala Glu Gin Leu Thr 
380 

Gin Pro Gin Thr Pro Glu Gly Gly 
395 400 

Ala Trp Ser Glu Ser Ser Gin Leu 
410 415 

Arg Asp Ser Cys Leu Asn Ser Lys 
425 430 

Asn Gin Phe Lys lie Pro Lys Phe 
445 

Ser Thr Pro Lys Leu Ser Arg Ala 
460 

Val Gly Arg Val Thr Val His Ser 
475 480 

Pro Ala Pro Gin Ser Leu Leu Ser 
490 495 

Thr Pro Ala Ser Arg Arg Cys Ser 
505 510 

Thr Met Pro Arg Ala Val Gly Ser 
525 

Arg Ser Ser Glu Pro Arg Lys Asn 
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530 535 540 

Ser Ala Met Arg Thr Glu Pro Thr Arg Glu Ser Asn Arg Lys Thr Asp 
545 550 555 560 

Ser Arg Leu Val Asp Val Ser Pro Asp Arg. Gly Ser Pro Pro Ser Arg 
565 570 575 

Val Pro Gin Ala Leu Asn Phe Ser Pro Glu Glu Ser Asp Ser Thr Phe 
580 585 590 

Ser Lys Ser Thr Ala Thr Glu Val Ala Arg Glu. Glu Ala Lys Pro Gly 
595 600 605 

Gly Asp Ala Ala Pro Ser Glu Ala Leu Leu Val Asp lie Lys Leu Glu 
610 615 620 

Pro Leu Ala Val Thr Pro Asp Ala Ala Ser Gin Pro Leu He Asp Leu 

625 630 635 640 

Pro Leu lie Asp Phe Cys Asp Thr Pro Glu Ala His Val Ala Val Gly 

645 650 655 

Ser Glu Ser Arg Pro Leu lie Asp Leu Met Thr Asn Thr Pro Asp Met 
660 665 670 

Asn Lys Asn Val Ala Lys Pro Ser Pro Val Val Gly Gin Leu lie Asp 
675 680 685 

Leu Ser Ser Pro Leu lie Gin Leu Ser Pro Glu Ala Asp Lys Glu Asn 
690 695 700 

Val Asp Ser Pro Leu Leu Lys Phe 
705 710 

<210> 5823 
<2ll> 2585 
<212> DNA 

<213 > Homo sapiens 
<400> 5823 

nggggttoto caaaaagtgt gttagttccc ggtcacctga gctccgggtg acgcggctgc 
60 

ggtagctgcg gatacaagcc ttccgcgggt cctgcctggc gaccccgacc tcctcctgct 
120 

gtctctccgc tccgccaccc cgaacccgcc aaggtcctgt ccttttcctc ctgtcctttg 
180 

ccagcgttgg gccggaccgg gccgagccgg gccgcccggg cgcagtcttt aaccatggcg 
240 

tccctcttca agaagaaaac cgtggatgat gtaataaagg aacagaatcg agagttacga 
300 

ggtacacaga gggctataat cagagatcga gcagctttag agaaacaaga aaaacagctg 
360 

gaattagaaa ttaagaaaat ggccaagatt ggtaataagg aagcttgcaa agttttagcc 
420 

aaacaacttg tgcatctacg gaaacagaag acgagaactt ttgctgtaag ttcaaaagtt 
480 

acttctatgt ctacacaaac aaaagtgatg aattcccaaa tgaagatggc tggagcaatg 
540 

tctaccacag caaaaacaat gcaggcagtt aacaagaaga tggatccaca aaagacatta 
600 

caaacaatgc agaatttcca gaaggaaaac atgaaaatgg aaatgactga agaaatgatc 
660 

aatgatacac ttgatgacat ctttgacggt tctgatgacg aagaagaaag ccaggatatt 
720 
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gtgaatcaag ttcttgatga 
780 

tcagctgctc gaagcttacc 
840 

attgaacggc aactcaaggc 
900 

ttacttataa ttatgtagta 
960 

tattttgcaa aaaaaaaaaa 
1020 

tatttagaat cttttgccaa 
1080 

aattagaact gtttatgagt 
1140 

gagaaattat attccttact 
1200 

aaaatcttgt taaatgccat 
1260 

atatcgttaa ttctgtatct 
1320 

ggtggttaca gctgccaaat 
1380 

ctgtcttaaa caaaaactgt 
1440 

tagttggtaa atttcaaaat 
1500 

acatctttaa attatttcag 
1560 

tcaatacaaa gattatcctg 
1620 

cttattttag acacgcctct 
1680 

ttcctggtct cagacctatg 
1740 

aattagtaaa aatagacgat 
1800 

gccatctaaa aatgagaatt 
1860 

taatgtgtat attgaatctt 
1920 

tgacaatgct tgacctacat 
1980 

agttttacca gaaattacta 
2040 

cttggtatct aatgaatgtg 
2100 

aatagaattt aggattaggt 
2160 

catcctacca taaaaactgg 
2220 

ttttgggcta atactgacaa 
2280 

aggaggaatg aaaaactaaa 
2340 


aattggaatt gaaatttctg 
atctgcctct acttcaaagg 
tttaggagta gattagtcaa 
taaaccaagc acagtgcaga 
atggagacca tgagtgaaca 
agaatgacaa tgatgcaaaa 
gatgatgtgt aaaaagttga 
tcatgtcagt ttatgttcta 
taggcaccaa cttaaagagg 
gttgcttgtc ttttgtaagt 
tatttttaaa tggtcaaaaa 
cataactttt cttttttttt 
gtgcttgaca cctgccttaa 
ctggcagaaa agaattacat 
gctcttttct atctctgtgg 
gttaaaacag gtgttttaac 
atgacttgtc cctttgatgt 
gaataaataa cactttatag 
ataattatat gaattataat 
ccaaattgaa gccattattc 
ttctaaaata aaaattcaca 
tctaaatgtg tattagcagt 
tagacaggga gataaaatga 
tagttttgaa aaatgatgtt 
aggagatatg tgtaacctgg 
aatacatctt aggactagta 
ctgtatagtt tatattccgt 


gaaagatggc caaagctcca 
ctacaatctc agatgaagag 
aagaagtcat actattttgc 
tttcttttac aaaacacatg 
gttgtttcct aacccatggc 
atgggaacag tttggatttt 
cttctctttt gcatggcaca 
aatctttttc actgaatata 
gttgtaaaaa tattaaaagt 
gattatgtgt tatgaccata 
gaagagtgct atttaaacat 
tttccattag gagaacattc 
atagcacaga cctattgtgc 
ttaaaactga aatcaaggcc 
gcctaattga aatatgtact 
atgttaaaac agaccaggtt 
cactactgtg aattgaatat 
taagaaaaca atatattttg 
ttaaactgtt taattttgtt 
tcaattaagt actacaacta 
ttttttgata aataaactac 
attttttaag gtgaaattgc 
aggattgcca gactagttag 
gtaatatatg ggttctaaca 
ttaatttggg atggtggaca 
tacatgtgac acggattgct 
aaaccatttt ataatgttca 
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aagattaggt tttgttattg atagtattaa atacacagtt tctcttaaca gtgatgggtg 
2400 

aaaacatttt accggattat ggaatgttta ccagaacatg ttttgattct tgaatgtaca 
2460 

taataatgcc atctaactta tttacgttct tgtttacatg tgggagcttt tgttttcaaa 
2520 

aattattttg ttaaaaaatc tcaataaaga tttattattg ttgttctttt ctaaaaaaaa 
2580 


aaaaa 

2585 


<210> 5824 
<211> 213 
<212> PRT 

<213> Homo sapiens 


<400> 5824 


Met 

Ala 

Ser 

Leu 

Phe 

Lys 

Lys 

Lys 

Thr 

Val 

Asp 

Asp 

Val 

lie 

Lys 

1 




5 





10 





15 

Gin 

Asn 

Arg 

Glu 

Leu Arg 

Gly 

Thr 

Gin 

Arg 

Ala 

lie 

lie 

Arg 

Asp 




20 





25 





30 


Ala 

Ala 

Leu 

Glu 

Lys 

Gin 

Glu 

Lys 

Gin 

Leu 

Glu 

Leu 

Glu 

lie 

Lys 



35 





40 





45 



Met 

Ala 

Lys 

lie 

Gly Asn 

Lys 

Glu 

Ala 

Cys 

Lys 

Val 

Leu 

Ala 

Lys 


50 





55 





60 




Leu 

Val 

His 

Leu 

Arg 

Lys 

Gin 

Lys 

Thr 

Arg 

Thr 

Phe 

Ala 

Val 

Ser 

65 





70 





75 





Lys 

Val 

Thr 

Ser 

Met 

Ser 

Thr 

Gin 

Thr 

Lys 

Val 

Met 

Asn 

Ser 

Gin 




85 





90 





95 

Lys 

Met 

Ala Gly 

Ala 

Met 

Ser 

Thr 

Thr 

Ala 

Lys 

Thr 

Met 

Gin 

Ala 



100 





105 





110 


Asn Lys 

Lys 

Met 

Asp 

Pro 

Gin 

Lys 

Thr 

Leu 

Gin 

Thr 

Met 

Gin 

Asn 



115 





120 





125 



Gin Lys 

Glu 

Asn 

Met 

Lys 

Met 

Glu 

Met 

Thr 

Glu 

Glu 

Met 

lie 

Asn 


130 





135 





140 




Thr 

Leu 

ASp 

Asp 

lie 

Phe 

Asp 

Gly 

Ser 

Asp 

Asp 

Glu 

Glu 

Glu 

Ser 

145 





150 





155 





Asp 

He 

Val 

Asn 

Gin 

Val 

Leu 

Asp 

Glu 

lie 

Gly 

lie 

Glu 

lie 

Ser 




165 





170 





175 

Lys 

Met 

Ala 

Lys 

Ala 

Pro 

Ser 

Ala 

Ala 

Arg 

Ser 

Leu 

Pro 

Ser 

Ala 



180 





185 





190 


Thr 

Ser 

Lys 

Ala 

Thr 

lie 

Ser 

Asp 

Glu 

Glu 

lie 

Glu 

Arg 

Gin 

Leu 



195 





200 





205 




Ala Leu Gly Val Asp 
210 


<210> 5825 

<211> 1940 

<212> DNA 

<213> Homo sapiens 


Glu 

Arg 

Lys 

Gin 

Ser 

80 

Met 

Val 

Phe 

Asp 

Gin 

160 

Gly 

Ser 

Lys 


<400> 5825 

ctccgacgat ctctcagtga aggacgtcct taatgaggcc acttagcaca gtcaaggtag 
60 
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aaatacagac 

120 

agtctgggcc 

180 

ccc aggaagc 
240 

atcagggcca 

300 

tctgaaaagc 

360 

gtgtttcagc 

420 

aacagtacca 

480 

catcatccct 

540 

tggaagacta 

600 

ccgtgactgc 

660 

gcctgaggca 

720 

tgctcccctt 

780 

tcggggtctc 

840 

gccttaggtg 

900 

tcttgcaact 

960 

ctttcatgcc 

1020 

tggagctaat 

1080 

cagatatggc 

1140 

acaatcttgg 

1200 ' 

aggatctgca 

1260 

cataggacac 

1320 

taggttacac 

1380 

agactgcctc 

1440 

tcttccccct 

1500 

atccaccggg 

1560 

agtgaggaac 

1620 

atggcctggg 

1680 


caaatgtcac 

aggctctacg 

acataggcac 

gcaacctcac 

aacggtcttc 

tggaaagggc 

agctcatgtc 

gggccagatt 

gaggtgattc 

tcagcccttg 

ggattgggcc 

tggcaggggt 

gcggggtggt 

ctgaggcccc 

aaagagcaga 

aaacctgggg 

acgacactct 

cagttgcgca 

cggagcattg 

gcagttggca 

tccaatgggg 

gggaaagtgc 

atgcccgcta 

tgtgcagcgg 

tgatttctgg 

aggcgtttcc 

actgagtcca 


ctctctgttc 

ctggaacgag 

acagtctgtg 

ctcgcctcac 

aggttccttc 

tacccctgca 

agcggcttea 

ccaatgcaaa 

tgcccagcat 

gctccctctt 

acagacagcc 

cctgtaggtc 

agtttggagg 

tgccacctgt 

gatctctctg 

cagggcagga 

gccttccccc 

ggtttctgcc 

ctacccccgc 

acgagctggg 

atgggacctt 

cccacatgca 

gctgtgaggt 

accacttgcc 

gtcccaggga 

caggccccac 

cacggataga 


tgtcattctt 

ggacacagga 

cctccttagc 

ctgtccgtcc 

tttctggatt 

aaacatgtaa 

aacacaagaa 

ggcaacccat 

cccatattgg 

gctcgttgtt 

tctcattggt 

atgacagggg 

gtggctttcc 

ctttcctcta 

ggccctagac 

aacagaggaa 

agaaggtgca 

aactgtgaag 

tgccccctcc 

gctgggggcg 

tcccctcctc 

agtctccctg 

tcattgctac 

cagtttgctg 

aagaaagaga 

acccagattt 

tttttccttg 


ttatcactca 

atgagggatt 

actgtggcct 

ttagaagggc 

actaagatct 

gatagtgctg 

ccagtcacca 

tcagaaagac 

gccagccatg 

ctcaccagga 

ccgggctaat 

aggcaagggt 

ccatttccca 

aaggtcagtt 

atttccagca 

atggctgcaa 

ggctttcctg 

tatcctcctg 

acagttcctg 

gcctccatgt 

catcagaggt 

agggttctgc 

cctcggccct 

tggtgctagc 

gagctgatgc 

ctctatcttt 

taaccttgag 


gcagacagct 

ttttcccacc 

ctgggttctc 

atttgtacac 

tgattttgat 

aactccatag 

aaaacagtgg 

tcaaccacct 

agccagcttc 

aagtacacgg 

tcactcctgc 

attgagagac 

acccctctgg 

ttgggccagt 

aaacctggaa 

catgggagct 

agtcttagac 

gagcagtgac 

aatggtgcta 

ccactgagat 

gctctgaccc 

ccctaaaggc 

actagccctc 

cttccccatc 

aggtttctac 

gctgtgtttt 

acgagaattc 
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caaggagtgt caccatcaga ggcttctctt cattgtgtca aagaagcccc tagctgctct 
1740 

cgtggcctcc ttcccccact ccctatccct tcacctgtga aatgcctttg ctttgcatat 
1800 

tgtgtgtgga tgtgtgtgtg tgtgtgtgtg tgtgtgtgtg tatgtgtgtg cttctgtgtg 
1860 

tgcctaatgc tctgtctctt ggtcactgaa gcatccaaat aaagaatttc cctcatgggc 
1920 

cagactaaaa aaaaaaaaaa 
1940 

<210> 5826 
< 211 > 88 
<212> PRT 
<213 > Homo sapiens 

<400> 5826 

Val His Thr Asp Arg Phe Phe Leu Val Thr Leu Arg Arg Glu Phe Gin 
15 10 15 

Gly Val Ser Pro Ser Glu Ala Ser Leu His Cys Val Lys Glu Ala Pro 
20 25 30 

Ser Cys Ser Arg Gly Leii Leu Pro Pro Leu Pro lie Pro Ser Pro Val 
35 40 45 

Lys Cys Leu Cys Phe Ala Tyr Cys Val Trp Met Cys Val Cys Val Cys 
50 55 60 

Val Cys Val Cys Val Cys Val Cys Phe Cys Val Cys Leu Met Leu Cys 
65 70 75 80 

Leu Leu Val Thr Glu Ala Ser Lys 
85 

<210> 5827 

<211> 428 

<212> DNA 

<213 > Homo sapiens 

<400 > 5827 

ttttaggcaa cacttcgtat gttttaagag ctaaagcaac taagaacaca gtactgtgac 
60 

ccacactaag gaatccaggg aagagaagca ttgccttagg ggtcacagca agccagagag 
120 

tccagattaa aagctccagc ttgggggcct gtttcaaatg accaggtagg ttcagccacc 
180 

ccctggagac tcgaatagga agaatactga gatacaacat ttgggagaga gatgagaaag 
240 

aagcccagct ttataaagag ggggcgttcc cagttactta atctatgcct ggcccagaaa 
300 

aggtgaaaac atgaggtggg ggacatgaaa attgttaaat aaagtgaact gtgcagtaag 
360 

aatgagttgg gcgaggtgca ccagcagagg ggaggcaggt aggaaggagg aggcatgatg 
420 

agggggag 

428 

<210> 5828 
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<211> 106 
<212 > PRT 
<213 > Homo sapiens 

<400> 5828 


Met 

1 

Pro 

Pro 

Pro 

Ser 

5 

Tyr 

Leu 

Pro 

Asn 

Ser 

Phe 

Leu 

20 

Leu 

His 

Ser 

Ser 

Pro 

Thr 

Ser 

35 

Cys 

Phe 

His 

Leu 

Phe 

40 

Trp 

Glu 

50 

Arg 

Pro 

Leu 

Phe 

lie 

55 

Lys 

Pro 

65 

Asn 

Val 

Val 

Ser 

Gin Tyr 
70 

Ser 

Ala 

Glu 

Pro 

Thr 

Trp 

85 

Ser 

Phe 

Glu 

Asn 

Leu 

Asp 

Ser 

100 

Leu 

Ala 

Cys 

Cys 


Pro Leu Cys Trp Cys Thr Ser Pro 
10 15 

Leu Tyr Leu Thr He Phe Met Ser 

25 30 

Trp Ala Arg His Arg Leu Ser Asn 
45 

Leu Gly Phe Phe Leu lie Ser Leu 
60 

Ser Tyr Ser Ser Leu Gin Gly Val 
75 8° 

Thr Gly Pro Gin Ala Gly Ala Phe 
90 95 

Asp Pro 
105 


<210> 5829 

<211> 5747 

<212> DNA 

<213 > Homo sapiens 

<400> 5829 

nnggcacgag cggaggagga cgcgagcccc ttgcgggcgg tcatcacagc ccagcctcgg 
60 

ggctgcoaoa gcgcgttgcg cctgtgcgcc ctcggtcccc gcgtccactg agcgccgcgc 
120 

tcggggatgg ggcccggccg gccggccccc gcgccctggc ctcgtcacct gctgcgctgc 
180 

gtcctgctcc tcgggtgcct gcacctcggc cgtcccggcg cccctgggga cgccgccctc 
240 

ccggaaccca acgtcttcct catcttcagc catggactgc agggctgcct ggaggcccag 
300 

ggcgggcagg tcagagtcac cccggcttgc aataccagcc tccctgccca gcgctggaag 
360 

tgggtctccc gaaaccggct attcaacctg ggtaccatgc agtgcctggg cacaggctgg 
420 

ccaggcacca acaccacggc ctccctgggc atgtatgagt gtgaccggga agcactgaat 
480 

cttcgctggc attgtcgtac actgggtgac cagctgtcct tgctcctggg ggcccgcacc 
540 

agcaacatat ccaagcctgg cacccttgag cgtggtgacc agacccgcag tggccagtgg 
600 

cgcatctacg gcagcgagga ggacctatgt gctctgccct accacgaggt ctacaccatc 
660 

cagggaaact cccacggaaa gccgtgcacc atccccttca aatatgacaa ccagtggttc 
720 

cacggctgca ccagcacggg ccgcgaggat ggtcacctgt ggtgtgccac cacccaggac 
780 

tacggcaaag acgagcgctg gggcttctgc cccatcaaga gtaacgactg cgagaccttc 
840 
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tgggacaagg accagctgac tgacagctgc 
900 

tggagggagg cctgggccag ctgcgagcag 
960 

atccacgagc agacctacat caacggcctc 
1020 

ggcttgaatg acttggacac gagcggaggc 
1080 

tacctcaact gggagagtga ccagccggac 
1140 

cgcactgagt cctcgggcgg ctggcagaac 
1200 

tgcaagaaga agcccaacgc cacggccgag 
1260 

aaggtggagt gcgagccgag ctggcagccc 
1320 

gagaagcgca gctggcagga gtccaagaag 
1380 

agcatccaca gcatggcgga gctggaattc 
1440 

gagctgtgga tcggcctcaa cgatttgaaa 
1500 

agccttgtga gcttcaccca ctggcacccc 
1560 

gaggactgtg tcaccatctg gggcccggaa 
1620 

tccttgccat ccatctgcaa gaaggcaggc 
16B0 

catggctgcc ggaagggttg gacgtggcac 
1740 

caagtgacct acagtgaggc ccggcgcctg 
1800 

atcaccaaca ggttcgagca ggccttcgtc 
1860 

tacttctgga cggccctgca ggacctcaac 
1920 

gatgaagtca tgtacaccca ctggaaccgg 
1980 

gtggcgctgg ccactggcag cgccatgggg 
2040 

cgggcccgct acatctgccg gcagagcctg 
2100 

ccagatccca cgcccagcct cactggctcc 
2160 

ctccggtatt gctataaggt gttcagctca 
2220 

caggcccagg gggcctgcca ggagctgggg 
2280 

gaggagcact ttgtggccaa catgctcaac 
2340 

cacgagcagc actggttctg gatcggcctg 
2400 

tggcgctgga gcgacggcgt agggttctct 
2460 


taccagttta acttccagtc cacgctgtcg 
cagggtgcgg atctgctgag catcacggag 
ctcactgggt acagctccac cctgtggatc 
tggcagtggt cggacaactc gcccctcaag 
aaccccagtg aggagaactg tggagtgatc 
cgtgactgca gcatcgcgct gccctatgtg 
cccacccctc cagacaggtg ggccaatgtg 
ttccagggcc actgctaccg cctgcaggcc 
gcatgtctac ggggcggtgg cgacctggtc 
atcaccaagc agatcaagca agaggtggag 
ctgcagatga attttgagtg gtctgacggg 
tttgagccca acaacttccg ggacagtctg 
ggccgctgga acgacagtcc ctgtaaccag 
cagctgagcc agggggccgc cgaggaggac 
agcccatcct gctactggct gggagaagac 
tgcactgacc atggctctca gctggtcacc 
agcagcctca tctacaactg ggagggcgag 
agcaccggct ccttcttctg gctcagtggg 
gaccagcccg ggtacagccg tgggggctgc 
ctgtgggagg tgaagaactg tacctcgttc 
ggcactccag tgacgccgga gctgccgggg 
tgtccccagg gctgggcctc ggacaccaaa 
gagcggctgc aggacaagaa gagctgggtc 
gcccagctgc tgagcctggc cagctacgag 
aagatcttcg gtgaatcaga acccgagatc 
aaccgtcggg atcccagagg gggtcagagt 
taccacaatt tcgaccggag ccggcacgac 


4993 



WO 00/58473 


PCT/US00/08621 


gacgacgaca tccgaggctg 
2520 

cagtgcgaca cacagctgga 
2580 

cccgacgaca gccctcaagg 
2640 

ttctttgagc accactccac 
2700 

gagctgacct ccgtgcacag 
2760 

ttctcccggg cccaggagca 
2820 

cgcttcagat ggacagatgg 
2880 

cggcctgtcg gcaaggacaa 
2940 

gaccagaggt gcctgacagc 
3000 

acgcagcccc cagacctgcc 
3060 

ttcctcaaca agtgttttca 
3120 

gaggcacagt tctcctgtga 
3180 

gagcaagcat tcatcacagc 
3240 

catgcctcgc agagggactt 
3300 

gcacctgggg agccctctgg 
3360 

gcggtggtcc tgcacagccc 
3420 

acggaggaga cccatggctt 
3480 

ccagcagcgc tgccccccgc 
3540 

ctgcttcaga agccgctgcg 
3600 

agcctggcct acgtgcccga 
3660 

ctgcgcacgc cgctctggat 
3720 

gtctcagagg agccgctgaa 
3780 

ggctgtacct acgtagatgt 
3840 

cagggggctg tgtgtggggt 
3900 

ggcagctgtc cccagggact 
3960 

tctttccaca tggagctgct 
4020 

ggtggggcxg tcctgtctat 
4080 


tgcggtgctg gacctggcct 
ctggatctgc aagatcccca 
ccgacgggaa tggctgcgct 
gtgggcgcag gcgcagcgca 
ccaggcggag ctagacttcc 
gcactggtgg atcggcctgc 
ttccattata aacttcatct 
gaagtgcgtg tacatgacag 
cttgccctac atctgcaagc 
aactacagcc ctggggggct 
ggtccagggc caggaacccc 
acagcaagag gcccagctgg 
cagcctgccc aatgtgacct 
ccagtgggtg gagcaggagc 
ccctagccct gctcccagtg 
ctcagcccac ttcactggcc 
catctgccag aagggcacgg 
cccgggcact gagctctcct 
ctggcacgat gccctcctgc 
cccctacacc caggccttcc 
tgggctggct ggcgaggagg 
ctacgtgggc tggcaggacg 
ggacggggcc tggcgcacca 
tagcagtggg ccccctcctc 
ggcagactcc gcgtggattc 
gctgggccac aaggaggcgc 
cctggatgag atggagaatg 


ccctgcagtg ggtggccatg 
gaggtacgga cgtgcgggag 
tccaggaggc cgagtacaag 
tctgcacgtg gttccaggcc 
tgagccacaa cttgcagaag 
acacctctga gagcgatggg 
cctgggcacc aggcaaacct 
ccagccgaga ggactggggg 
gcagcaacgt caccaaagaa 
gcccctctga ctggatccag 
agagccgggt gaagtggtca 
tcaccatcac aaacccctta 
ttgacctttg gattggcctc 
ctttgatgta tgccaactgg 
gcaacaaacc gaccagctgt 
gctgggacga tcggagctgc 
acccctccct gagcccgtcc 
acctcaacgg caccttccgg 
tgtgtgagag ccacaatgcc 
tcacgcaggc tgcccgaggg 
gctctcggcg gtactcctgg 
gggag cc g ca gcagccgggg 
ccagctgtga caccaagctg 
cccgaagaat aagctaccat 
ccttccggga gcactgctat 
gacagcgctg ccagagagcg 
tgtttgtctg ggagcacctg 
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cagagctatg agggccagag tcggggcgcc tggctgggca tgaacttcaa ccccaaagga 
4140 

ggcactctgg tctggcagga caacacagct gtgaactact ccaactgggg gcccccgggc 
4200 

ttgggcccca gcatgctgag ccacaacagc tgctactgga ttcagagcaa cagcgggcta 
4260 

tggcgccccg gcgcttgcac caacatcacc atgggtgtcg tctgcaagct tcctcgtgct 

4320 _ . 

gagcagagca gcttctcccc atcagcgctt ccagagaacc cagcggccct ggtggtggtg 

4380 , ■ 

ctgatggcgg tgctgctgct cctggccttg ctgaccgcag ccctcatcct ttaccggagg 

4440 

cgccagagca tcgagcgcgg ggcctttgag ggtgcccgct acagccgcag cagctccagc 
4500 

cccaccgagg ccactgagaa gaacatcctg gtgtcagaca tggaaatgaa tgagcagcaa 
4560 

gaatagagcc aggcgcgtgg gcagggccag ggcgggagga gctggggagc tggggccctg 
4620 

ggtcagtctg gccccccacc agctgcctgt cc agttggcc tattgaaggg tgcccttggg 
4680 

agtcgctgtt gggagccgga gctgggcaga gcctgggctg gtggggtgcc accctcccac 
4740 

aagggctggg ctgagaccca gcaaagagca gcgtggcgtt tccctttctg ggggggcctg 
4800 

aggtcttgtc acctggtcct gtgcccccac aggaaccaga ggtaggatgg gagggggaac 
4860 

gagagcctct ttctccccag agcccccggc ccaggcctgt tgatccgcgc cccaggaccc 
4920 

cc ttctttgc agagcccgag gagcctcccc tgtcccctcg ggcagatctg ttgtgtctct 
4980 

cttcccacct ggcagcctca gctctgtgcc cctcaccctg ctccctctcg ccccttctct 
5040 

cccacccctt ccttctgagc cgggccctgg ggattgggga gccctcttgt tcctgatgag 
5100 

ggtcagctga gggggctgag catccatcac tcctgtgcct gctggggtgg ctgtggggcg 
516 ° 

tggcaggagg ggcctaggtg ggttgggcct gagaaccagg gcacgggtgt ggtgtctgct 
5220 

gggctggaga taagactggg gagagacacc ccaacctccc agggtgggag ctgggccggg 
5280 

ctgggatgtc atctcctgcc gggcggggga gggctctgcc cctggaagag tcccctgtgg 
5340 

ggaccaaaat aagttcccta acatctccag ctcctggctc tggtttggag caaggggaag 
5400 

ggttgccaga gtcctggggg ccccagagga gcaggagtct gggagggccc agagttcacc 
5460 

ctctagtgga tccaggagga gcagcacccg agccctggag tggcccagta cccttccaag 
5520 

aggccacagt cccagccagg acaaagtatg cggcccatcc tggtgcgaca gcgtgggaca 
5580 

atgtgaacat ggactcgaag acatggccct ttctctgtag ttgatttttt aaatgtgcca 
5640 

ttattgtttt taaaaaaaaa ggaaaaaaga aaagcaaaca aataaaacac ctttaagagg 
5700 
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cttgaaagaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaa 
5747 

<210> 5830 
<211> 1479 
<212> PRT 

<213> Homo sapiens 
<400> 5830 


Met Gly Pro Gly Arg Pro Ala Pro 
1 5 

Arg Cys Val Leu Leu Leu Gly Cys 
20 

pro Gly Asp Ala Ala Leu Pro Glu 
35 40 

His Gly Leu Gin Gly Cys Leu Glu 
50 55 

Thr Pro Ala Cys Asn Thr Ser Leu 
65 70 

Ser Arg Asn Arg Leu Phe Asn Leu 
85 

Gly Trp Pro Gly Thr Asn Thr Thr 
100 

Asp Arg Glu Ala Leu Asn Leu Arg 
115 120 

Gin Leu Ser Leu Leu Leu Gly Ala 
130 135 

Gly Thr Leu Glu Arg Gly Asp Gin 
145 150 

Tyr Gly Ser Glu Glu Asp Leu Cys 
165 

Thr He Gin Gly Asn Ser His Gly 
180 

Tyr Asp Asn Gin Trp Phe His Gly 
195 200 

Gly His Leu Trp Cys Ala Thr Thr 
210 215 

Trp Gly Phe Cys Pro lie Lys Ser 
225 230 

Lys Asp Gin Leu Thr Asp Ser Cys 
245 

Leu Ser Trp Arg Glu Ala Trp Ala 
260 

Leu Leu Ser lie Thr Glu He His 
275 280 

Leu Thr Gly Tyr Ser Ser Thr Leu 
290 295 

Thr Ser Gly Gly Trp Gin Trp Ser 
305 310 

Asn Trp Glu Ser Asp Gin Pro Asp 
325 

Val lie Arg Thr Glu Ser Ser Gly 
340 

He Ala Leu Pro Tyr Val Cys Lys 


Ala Pro Trp Pro Arg His Leu Leu 
10 15 

Leu His Leu Gly Arg Pro Gly Ala 
25 30 

Pro Asn Val Phe Leu lie Phe Ser 
45 

Ala Gin Gly Gly Gin Val Arg Val 
60 

Pro Ala Gin Arg Trp Lys Trp Val 
75 80 

Gly Thr Met Gin Cys Leu Gly Thr 
90 95 

Ala Ser Leu Gly Met Tyr Glu Cys 
105 HO 

Trp His Cys Arg Thr Leu Gly Asp 
125 

Arg Thr Ser Asn lie Ser Lys Pro 
140 

Thr Arg Ser Gly Gin Trp Arg lie 
155 160 

Ala Leu Pro Tyr His Glu Val Tyr 
170 175 

Lys Pro Cys Thr lie Pro Phe Lys 
185 190 

Cys Thr Ser Thr Gly Arg Glu Asp 
205 

Gin Asp Tyr Gly Lys Asp Glu Arg 
220 

Asn Asp Cys Glu Thr Phe Trp Asp 
235 240 

Tyr Gin Phe Asn Phe Gin Ser Thr 
250 255 

Ser Cys Glu Gin Gin Gly Ala Asp 
265 270 

Glu Gin Thr Tyr lie Asn Gly Leu 
285 

Trp lie Gly Leu Asn Asp Leu Asp 
300 

Asp Asn Ser Pro Leu Lys Tyr Leu 
315 320 

Asn Pro Ser Glu Glu Asn Cys Gly 
330 335 

Gly Trp Gin Asn Arg Asp Cys Ser 
345 350 

Lys Lys Pro Asn Ala Thr Ala Glu 
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355 360 

Pro Thr Pro Pro Asp Arg Trp Ala 
370 375 

Ser Trp Gin Pro Phe Gin Gly His 
385 390 

Arg Ser Trp Gin Glu Ser Lys Lys 
405 

Leu Val Ser lie His Ser Met Ala 
420 

He Lys Gin Glu Val Glu Glu Leu 
435 440 

Leu Gin Met Asn Phe Glu Trp Ser 
450 455 

His Trp His Pro Phe Glu Pro Asn 
465 470 

Cys Val Thr lie Trp Gly Pro Glu 
485 

Asn Gin Ser Leu Pro Ser lie Cys 
500 

Gly Ala Ala Glu Glu Asp His Gly 
515 520 

Ser Pro Ser Cys Tyr Trp Leu Gly 
530 535 

Ala Arg Arg Leu Cys Thr Asp His 
545 550 

Asn _Arg Phe Glu Gin Ala Phe Val 
565 

Gly Glu Tyr Phe Trp Thr Ala Leu 
580 

Phe Phe Trp Leu Ser Gly Asp Glu 
595 600 

Asp Gin Pro Gly Tyr Ser Arg Gly 
610 615 

Ser Ala Met Gly Leu Trp Glu Val 
625 630 

Arg Tyr lie Cys Arg Gin Ser Leu 
645 

Pro Gly Pro Asp Pro Thr Pro Ser 
660 

Trp Ala Ser Asp Thr Lys Leu Arg 
675 680 

Glu Arg Leu Gin Asp Lys Lys Ser 
690 695 

Gin Glu Leu Gly Ala Gin Leu Leu 
705 710 

His Phe Val Ala Asn Met Leu Asn 
725 

Glu lie His Glu Gin His Trp Phe 
740 

Pro Arg Gly Gly Gin Ser Trp Arg 
755 760 

Tyr His Asn Phe Asp Arg Ser Arg 
770 775 

Cys Ala Val Leu Asp Leu Ala Ser 


365 

Asn Val Lys Val Glu Cys Glu Pro 
380 

Cys Tyr Arg Leu Gin Ala Glu Lys 
395 400 
Ala Cys Leu Arg Gly Gly Gly Asp 
410 415 

Glu Leu Glu Phe lie Thr Lys Gin 
425 430 

Trp lie Gly Leu Asn Asp Leu Lys 
445 

Asp Gly Ser Leu Val Ser Phe Thr 
460 

Asn Phe Arg Asp Ser Leu Glu Asp 
475 480 

Gly Arg Trp Asn Asp Ser Pro Cys 
490 495 

Lys Lys Ala Gly Gin Leu Ser Gin 
505 510 

Cys Arg Lys Gly Trp Thr Trp His 
525 

Glu Asp Gin Val Thr Tyr Ser Glu 
540 

Gly Ser Gin Leu Val Thr lie Thr 
5SS 560 

Ser Ser Leu lie Tyr Asn Trp Glu 
570 575 

Gin Asp Leu Asn Ser Thr Gly Ser 
585 590 

Val Met Tyr Thr His Trp Asn Arg 
605 

Gly Cys Val Ala Leu Ala Thr Gly 
620 

Lys Asn Cys Thr Ser Phe Arg Ala 
635 640 

Gly Thr Pro Val Thr Pro Glu Leu 
650 655 

Leu Thr Gly Ser Cys Pro Gin Gly 
665 670 

Tyr Cys Tyr Lys Val Phe Ser Ser 
685 

Trp Val Gin Ala Gin Gly Ala Cys 
700 

Ser Leu Ala Ser Tyr Glu Glu Glu 
715 720 

Lys lie Phe Gly Glu Ser Glu Pro 
730 735 

Trp lie Gly Leu Asn Arg Arg Asp 
745 750 

Trp Ser Asp Gly Val Gly Phe Ser 
765 

His Asp Asp Asp Asp lie Arg Gly 
780 

Leu Gin Trp Val Ala Met Gin Cys 
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785 790 

Asp Thr Gin Leu Asp Trp 
805 

Arg Glu Pro Asp Asp Ser 
820 

Gin Glu Ala Glu Tyr Lys 
835 

Ala Gin Arg lie Cys Thr 
850 

Ser Gin Ala Glu Leu Asp 
865 870 

Arg Ala Gin Glu Gin His 
885 


795 800 

lie Cys Lys He Pro Arg Gly Thr Asp Val 
810 815 

Pro Gin Gly Arg Arg Glu Trp Leu Arg Phe 
825 830 

Phe Phe Glu His His Ser Thr Trp Ala Gin 
840 845 

Trp Phe Gin Ala Glu Leu Thr Ser Val His 
855 860 

Phe Leu Ser His Asn Leu Gin Lys Phe Ser 
875 880 

Trp Trp lie Gly Leu His Thr Ser Glu Ser 
890 895 


Asp Gly Arg Phe Arg Trp Thr Asp Gly Ser lie lie Asn Phe lie Ser 
900 905 910 

Trp Ala Pro Gly Lys Pro Arg Pro Val Gly Lys Asp Lys Lys Cys Val 
915 920 925 

Tyr Met Thr Ala Ser Arg Glu Asp Trp Gly Asp Gin Arg Cys Leu Thr 
930 935 940 

Ala Leu Pro Tyr lie Cys Lys Arg Ser Asn Val Thr Lys Glu Thr Gin 

945 950 955 960 

Pro Pro Asp Leu Pro Thr Thr Ala Leu Gly Gly Cys Pro Ser Asp Trp 

965 970 975 

lie Gin Phe Leu Asn Lys Cys Phe Gin Val Gin Gly Gin Glu Pro Gin 
980 985 990 

Ser Arg Val Lys Trp Ser Glu Ala Gin Phe Ser Cys Glu Gin Gin Glu 
995 1000 1005 

Ala Gin Leu Val Thr ile Thr Asn Pro Leu Glu Gin Ala Phe lie Thr 
1010 1015 1020 

Ala Ser Leu Pro Asn Val Thr Phe Asp Leu Trp Ile Gly Leu His Ala 

1025 1030 1035 1040 

Ser Gin Arg Asp Phe Gin Trp Val Glu Gin Glu Pro Leu Met Tyr Ala 

1045 1050 1055 


Asn Trp Ala Pro Gly Glu Pro Ser Gly Pro Ser Pro Ala Pro Ser Gly 
1060 1065 1070 

Asn Lys Pro Thr Ser Cys Ala Val Val Leu His Ser Pro Ser Ala His 
1075 1080 1085 

Phe Thr Gly Arg Trp Asp Asp Arg Ser Cys Thr Glu Glu Thr His Gly 
1090 1095 1100 

Phe lie Cys Gin Lys Gly Thr Asp Pro Ser Leu Ser Pro Ser Pro Ala 

H05 1110 1115 H20 

Ala Leu Pro Pro Ala Pro Gly Thr Glu Leu Ser Tyr Leu Asn Gly Thr 

1125 1130 1135 


Phe Arg Leu Leu Gin Lys Pro Leu Arg Trp His Asp Ala Leu Leu Leu 
1140 1145 H50 

Cys Glu Ser His Asn Ala Ser Leu Ala Tyr Val Pro Asp Pro Tyr Thr 
1155 1160 1165 

Gin Ala Phe Leu Thr Gin Ala Ala Arg Gly Leu Arg Thr Pro Leu Trp 
1170 1175 1180 

Ile Gly Leu Ala Gly Glu Glu Gly Ser Arg Arg Tyr Ser Trp Val Ser 

1185 1190 1195 12° ( 

Glu Glu Pro Leu Asn Tyr Val Gly Trp Gin Asp Gly Glu Pro Gin Gin 

1205 1210 1215 

Pro Gly Gly Cys Thr Tyr Val Asp Val Asp Gly Ala Trp Arg Thr Thr 
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1220 1225 1230 

Ser Cys Asp Thr Lys Leu Gin Gly Ala Val Cys Gly Val Ser Ser Gly 
1235 1240 1245 

Pro Pro Pro Pro Arg Arg lie Ser Tyr His Gly Ser Cys Pro Gin Gly 
125° 1255 1260 

Leu Ala Asp Ser Ala Trp lie Pro Phe Arg Glu His Cys Tyr Ser, Phe 
12e5 1270 1275 1280 

His Met Glu Leu Leu Leu Gly His Lys Glu Ala Arg Gin Arg Cys Gin 
1285 1290 1295 

Arg Ala Gly Gly Ala Val Leu Ser lie Leu Asp Glu Met Glu Asn Val 
1300 1305 131° 

Phe Val Trp Glu His Leu Gin Ser Tyr Glu Gly Gin Ser Arg Gly Ala 
1315 1320 1325 

Trp Leu Gly Met Asn Phe Asn Pro Lys Gly Gly Thr Leu Val Trp Gin 
1330 1335 1340 

ASP Asn Thr Ala Val Asn Tyr Ser Asn Trp Gly Pro Pro Gly Leu Gly 

1345 1350 1355 1360 

Pro Ser Met Leu Ser His Asn Ser Cys Tyr Trp He Gin Ser Asn Ser 

1365 1370 1375 

Gly Leu Trp Arg Pro Gly Ala Cys Thr Asn lie Thr Met Gly Val Val 
1380 1385 1390 

Cys Lys Leu Pro Arg Ala Glu Gin Ser Ser Phe Ser Pro Ser Ala Leu 
1395 1400 140S 

pro Glu Asn Pro Ala Ala Leu Val Val Val Leu Met Ala Val Leu Leu 
1410 1415 1420 

Leu Leu Ala Leu Leu Thr Ala Ala Leu lie Leu Tyr Arg Arg Arg Gin 

1425 1430 1435 1440 

Ser lie Glu Arg Gly Ala Phe Glu Gly Ala Arg Tyr Ser Arg Ser Ser 

1445 1450 1455 

Ser Ser Pro Thr Glu Ala Thr Glu Lys Asn lie Leu Val Ser Asp Met 
1460 1465 1470 

Glu Met Asn Glu Gin Gin Glu 
1475 

<210> 5831 
<211> 2216 
<212> DNA 

<213>Homo sapiens 


<400> 5831 

nntccccgtt tattcatctt tggttcgtat ttctcgatct tacaagttcg taggtttgag 
60 

aaagaacagg aaaaggtgtc ttctcacaaa taacatgtgc tggagatgac aacttattga 
3.20 

actcttaagt tctcagcact atgttatgca cttgacgggc attactttaa tcctccactg 
180 

tgagatactt gttattgcct cattttgtag acgagaaaac gggcatagag ggtgagacat 
240 

tggcccaggt tcattccgta agggttggag cctggaattc agatacagga ggaagttaac 
300 

atccctaata ggagggttct ggttactggt gccactgggc ttcttggcag agctgtacac 
360 

aaagaatttc agcagaataa ttggcatgca gttggctgtg gtttcagaag agcaagacca 
420 
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aaatttgaac 

480 

cagccccatg 

540 

ccagatgctg 

600 

gctgttggag 

660 

ccttacagag 

720 

ggagaaaagg 

780 

tatggggaag 

840 

ttcagcaaca 

900 

gatgtggcca 

960 

ggaacctttc 

1020 

gcagatgcct 

1080 

ggagcacaac 

1140 

ggccaacgaa 

1200 

aagagatgga 

1260 

aaatgaaaag 

1320 

actttaattg 

1380 

tctaaagaaa 

1440 

gtttgtcctg 

1500 

agtcaggatg 

1560 

tccatatttt 

1620 

tgaaatagta 

1680 

gtttgaagaa 

1740 

caacatgtta 

1800 

atggggagca 

1860 

caaacgtgta 

1920 

agtgatattt 

1980 

ttcatgaata 

2040 


aggttaatct 

ttatagtaca 

cctctcaact 

catttctcat 

aggaagacat 

ctgtcctgga 

ttgaaaagct 

agtcagcaaa 

ctgtgtgccg 

actggtctgg 

tcaacctccc 

gtccgagaaa 

caccatttcg 

gacaaacggt 

tatagtatgt 

tgactcttag 

ctaaagggca 

gctaaacttg 

aagcagatct 

caggattttt 

taaaaatcat 

aggaacttta 

tgtatattgg 

cttgaaagag 

tttttttaat 

catatgtgtg 

ataataaata 


gttggattct 

ttgtgcagca 

taatgtggat 

ctacattagc 

accagctccc 

gaacaatcta 

cgaagaaagt 

catggatcac 

gcagctagca 

caatgaacag 

cagcagtcac 

tgctcagctt 

aattggaatc 

ctttcattag 

ggcacttttt 

gatctttcag 

gtcatgccct 

gagtttgagt 

gctgtagact 

gaagctgttg 

tggtgttcat 

tttttgcaag 

aacttctaca 

cgtgtgtaca 

ataaatatat 

gttatactca 

tgtactgctg 


aatgcagttc 
gagagaagac 
gcttctggga 
tcagattatg 
ctaaatttgt 
ggagctgctg 
gctgtgactg 
tggcagcaga 
gagaagagaa 
atgactaagt 
ttaagaccta 
gactgctcca 
aaagaatcac 
tttatttgtg 
aaagaacaaa 
gtaaatgatg 
gtttgcagta 
atagtaaatt 
tttcagatga 
accttttcat 
tatttgcttt 
ttacgtacag 
gcttgatgcc 
tgtatttttt 
aactgtcctt 
taataatggg 
gcatgtaatg 


atcacatcat 

cagatgttgt 

atttagcaaa 

tatttgatgg 

atggcaaaac 

ttttgaggat 

ttatgtttga 

ggttccccac 

tgctggatcc 

atgaaatggc 

ttactgacag 

aattggagac 

tttggccttt 

ttgggttctt 

ggaaatagtt 

ctcttgcact 

atttttcttt 

atgatcctta 

aattgttcat 

gttgattatt 

gcctgagctc 

tttttatgct 

tcctgctttt 

ttctaggcaa 

ttcatcccat 

ccttgtaagt 

cttagttttc 


tcatgatttt 

agaaaatcag 

ggaagcagct 

aacaaatcca 

aaaattagat 

tcctattctg 

taaagtgcag 

acatgtcaaa 

atcaattaag 

atgtgcaatt 

ccctgtccta 

cttgggcatt 

cctcattgac 

tttttttttt 

ttgtatgagt 

agtgaaattg 

ttatcatttt 

aatatttgag 

tctcgtaacc 

ttaaattgtg 

agatcaaaat 

tgagatattt 

atagcagttt 

acattgaatg 

gttgccgcta 

cttttcacca 

ttgtatttac 
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ttcttttttt aaatgtaagg accaaacttc 
2100 

tctaaaaatt acattcttct gatgtaacat 
2160 

tgtattgaaa taaaacacaa taaaattaac 
2216 

<210> 5832 
<211> 322 
<212> PRT 

<213> Homo sapiens 
<400> 5832 

Gly Leu Glu Pro Gly He Gin lie 
1 5 

Arg Arg Val Leu Val Thr Gly Ala 
20 

His Lys Glu Phe Gin Gin Asn Asn 
35 40 

Arg Arg Ala Arg Pro Lys Phe Glu 
50 55 

Ala Val His His lie lie His Asp 
65 ™ 

Cys Ala Ala Glu Arg Arg Pro Asp 
85 

Ala Ser Gin Leu Asn Val Asp Ala 
100 

Ala Ala Val Gly Ala Phe Leu lie 
115 12° 

Asp Gly Thr Asn Pro Pro Tyr Arg 
130 135 

Asn Leu Tyr Gly Lys Thr Lys Leu 
145 150 

Asn Asn Leu Gly Ala Ala Val Leu 
165 

Val Glu Lys Leu Glu Glu Ser Ala 
180 

Gin Phe Ser Asn Lys Ser Ala Asn 
195 200 

Pro Thr His Val Lys Asp Val Ala 
210 215 

Lys Arg Met Leu Asp Pro Ser lie 
225 230 

Asn Glu Gin Met Thr Lys Tyr Glu 
245 

Phe Asn Leu Pro Ser Ser His Leu 
260 

Leu Gly Ala Gin Arg Pro Arg Asn 
275 280 

Glu Thr Leu Gly lie Gly Gin Arg 
290 295 

Glu Ser Leu Trp Pro Phe Leu lie 
305 310 

Phe His 


taaactaatt gttcttttgt tgctttaatt 
gtgatacata caaaagaata tagtttaata 
acttgaaaaa aaaaaaaaaa aaaaaa 


Gin Glu Glu Val Asn lie Pro Asn 
10 15 

Thr Gly Leu Leu Gly Arg Ala Val 
25 30 

Trp His Ala Val Gly Cys Gly Phe 
45 

Gin Val Asn Leu Leu Asp Ser Asn 
60 

Phe Gin Pro His Val lie Val His 
75 80 

Val Val Glu Asn Gin Pro Asp Ala 
90 95 

Ser Gly Asn Leu Ala Lys Glu Ala 
105 HO 

Tyr lie Ser Ser Asp Tyr Val Phe 
125 

Glu Glu Asp lie Pro Ala Pro Leu 
140 

Asp Gly Glu Lys Ala Val Leu Glu 
155 160 

Arg lie Pro lie Leu Tyr Gly Glu 
170 175 

Val Thr Val Met Phe Asp Lys Val 
185 190 

Met Asp His Trp Gin Gin Arg Phe 
205 

Thr Val Cys Arg Gin Leu Ala Glu 
220 

Lys Gly Thr Phe His Trp Ser Gly 
235 240 

Met Ala Cys Ala lie Ala Asp Ala 
250 255 

Arg Pro lie Thr Asp Ser Pro Val 
265 270 

Ala Gin Leu Asp Cys Ser Lys Leu 
285 

Thr Pro Phe Arg lie Gly lie Lys 
300 

Asp Lys Arg Trp Arg Gin Thr Val 
315 320 
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<210> 5833 
<211> 805 
<212 > DNA 

<213 > Homo sapiens 
<400> 5833 

aagcttgcag cagcacaggg acaggcaccc ttggagccca cccaagatgg gagtgccatt 
60 

gaaacatgtc caaaaggaga cgagccaaga ggtgacgagc aacaggtgga aagtatgacc 
120 

cctaaacctg tgctccagga agaaaacaac caagagtctt ttattgcatt tgctcgggtg 
180 

ttcagtggtg tggctcgaag aggaaagaaa atttttgtct tggggcccaa atacagtcct 
240 

cttgagtttt tacgaagggt accattaggc ttctcagctc caccagatgg cctcccccaa 
300 

gtcccccaca tggcatactg tgctctggaa aacctgtatc ttctgatggg aagggaactg 
360 

gaatatctag aggaggtacc tccaggaaat gtgctaggaa taggaggcct tcaagatttt 
420 

gtgctgaaat ctgcaacact gtgtagcctg ccatcctgcc caccatttat accactcaac 
480 

ttcgaagcca ctcctattgt gagagttgct gttgaaccaa aacatccaag tgaaatgcct 
540 

cagctcgtaa aaggaatgaa actgttaaac caggctgatc cctgtgtcca gattttaatt 
600 

caggaaacgg gagagcacgt tttagtcaca gcaggagaag tccaccttca gcgatgcctg 
660 

gatgacttaa aagaaaggtt tgcaaagatt catatcagtg tatctgaacc tattattcca 
720 

ttcagagaaa caatcacaaa acccccaaaa gttgacatgg tcaatgaaga aataggcaaa 
780 

cagcaaaaag ttgcagtcat acacc 
805 

<210> 5834 
<211> 268 
<212 > PRT 

<213 > Homo sapiens 


<400> 5834 


Lys 

Leu 

Ala 

Ala 

Ala 

Gin 

Gly 

Gin 

Ala 

Pro 

Leu 

Glu 

Pro 

Thr 

Gin 

Asp 

1 




5 





10 





15 


Gly Ser 

Ala 

He 

Glu 

Thr 

Cys 

Pro 

Lys 

Gly 

Asp 

Glu 

Pro 

Arg 

Gly 

Asp 




20 





25 





30 



Glu 

Gin 

Gin 

Val 

Glu 

Ser 

Met 

Thr 

Pro 

Lys 

Pro 

Val 

Leu 

Gin 

Glu 

Glu 



35 





40 





45 




Asn 

Asn 

Gin 

Glu 

Ser 

Phe 

lie 

Ala 

Phe 

Ala 

Arg 

Val 

Phe 

Ser 

Gly 

Val 


50 





55 





60 





Ala 

Arg 

Arg 

Gly 

Lys 

Lys 

lie 

Phe 

Val 

Leu 

Gly 

Pro 

Lys 

Tyr 

Ser 

Pro 

65 





70 





75 





80 

Leu 

Glu 

Phe 

Leu 

Arg 

Arg 

Val 

Pro 

Leu 

Gly 

Phe 

Ser 

Ala 

Pro 

Pro 

Asp 
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Gly Leu 

Pro 

Gin 

85 

val 

Tyr 

Leu 

Leu 

100 

Met 

Gly 

Gly 

Asn 

115 

Val 

Leu 

Gly 

Ala 

130 

Thr 

Leu 

Cys 

Ser 

145 

Phe 

Glu 

Ala 

Thr 

Pro 

Ser 

Glu 

Met 

Pro 

165 

Gin 

Asp 

Pro 

Cys 

180 

Val 

Gin 

Val 

Thr 

195 

Ala 

Gly 

Glu 

Glu 

210 

Arg 

Phe 

Ala 

Lys 

225 

Phe 

Arg 

Glu 

Thr 

lie 

Glu 

lie 

Gly 

Lys 

245 

Gin 




260 



<210> 5835 

<211> 420 

<212> DNA 

<213 > Homo sapiens 


Pro 

His 

Met 

Ala 

90 

Tyr 

Arg 

Glu 

Leu 

105 

Glu 

Tyr 

lie 

Gly 

120 

Gly 

Leu 

Gin 

Leu 

135 

Pro 

Ser 

Cys 

Pro 

150 

lie 

Val 

Arg 

Val 

Ala 

Leu 

Val 

Lys 

Gly 

170 

Met 

lie 

Leu 

lie 

185 

Gin 

Glu 

Val 

His 

200 

Leu 

Gin 

Arg 

lie 

215 

His 

lie 

Ser 

Val 

230 

Thr 

Lys 

Pro 

Pro 

Lys 

Gin 

Lys 

Val 

Ala 

250 

Val 




265 



Cys 

Ala 

Leu 

Leu 

Glu 

Glu 



125 

Asp 

Phe 

Val 


140 


Pro 

Phe 

lie 

155 



Val 

Glu 

Pro 

Lys 

Leu 

Leu 

Thr Gly 

Glu 



205 

Cys 

Leu 

Asp 


220 


Ser 

Glu 

Pro 

235 



Val 

Asp 

Met 


He His 


95 


Glu 

Asn 

Leu 

110 



Val 

Pro 

Pro 

Leu 

Lys 

Ser 

Pro 

Leu 

Asn 



160 

Lys 

His 

Pro 


175 


Asn 

Gin 

Ala 

190 



His 

Val 

Leu 

Asp 

Leu 

Lys 

lie 

lie 

Pro 



240 

Val 

Asn 

Glu 


255 



<400> 5835 

nngctggagc agcgctgggg tttcggcctg gaggagttgt acggcctggc actgcgcttc 
60 

ttcaaagaaa aagatggcaa agcatttcat ccaacttatg aagaaaaatt gaagcttgtg 
120 

gcactgcata agcaagttct tatgggccca tataatccag acacttgtcc tgaggttgga 
180 

ttctttgatg tgttggggaa tgacaggagg agagaatggg cagccctggg aaacatgtct 
240 

aaagaggatg ccatggtgga gtttgtcaag ctcttaaata ggtgttgcca tctcttttca 
300 

acatatgttg cgtcccacaa aatagagaag gaagagcaag acaaaaaaag gaaggaggaa 
360 

gaggagcgaa ggcggcgtga agaggaagaa agagaacgtc tgcaaaagga ggaagagaaa 
420 


<210> 5836 
<211> 140 
<212> PRT 

<213 > Homo sapiens 


<400> 5836 

Xaa Leu Glu Gin Arg Trp Gly Phe Gly Leu Glu Glu Leu Tyr Gly Leu 
1 5 10 15 

Ala Leu Arg Phe Phe Lys Glu Lys Asp Gly Lys Ala Phe His Pro Thr 
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20 

Tyr Glu Glu Lys 
35 

Gly Pro Tyr Asn 
50 

Leu Gly Asn Asp 
65 

Lys Glu Asp Ala 

His Leu Phe Ser 
100 

Gin Asp Lys Lys 
115 


25 


Leu 

Lys 

Leu 

Val 

40 

Ala 

Leu 

Pro 

Asp 

Thr 

55 

Cys 

Pro 

Glu 

Arg 

Arg 

70 

Arg 

Glu 

Trp 

Ala 

Met 

85 

Val 

Glu 

Phe 

Val 

Lys 

90 

Thr 

Tyr 

Val 

Ala 

Ser 

105 

His 

Arg 

Lys 

Glu 

Glu 

120 

Glu 

Glu 





30 



His 

Lys 

Gin 

45 

Val 

Leu 

Met 

Val 

Gly 

60 

Phe 

Phe 

Asp Val 

Ala 

75 

Leu 

Gly 

Asn 

Met 

Ser 

80 

Leu 

Leu 

Asn 

Arg 

-Cys 

95 

Cys 

Lys 

lie 

Glu 

Lys 

110 

Glu 

Glu 

Arg 

Arg 

Arg 

125 

Arg 

Glu 

Glu 


Glu Glu Arg Glu Arg 
130 


Leu Gin Lys 
135 


Glu Glu Glu Lys 
140 


<210> 5837 

<211> 582 

<212> DNA 

<2 13 > Homo sapiens 


<400> 5837 

nnccgtcttt caccatttct accccacgac cacctcggct tggctgtctt ctccatgctg 


60 

tgttgtttct ggcccgttgg catcgctgcc 
120 

tgggccaagg gggacatcca gggggcaggg 
180 

gtcctcgccg tcgggctggg cgtgtgcacg 
240 

taccttgcct cccgagaccc gccctagttg 
300 

ccggcagccc agcaaatctg tgggcagaga 
360 

ggcggcagga gcatctagaa acgggagcga 
420 

accgctcttc gggcggcagc aacctgagat 
480 

cgaggaaggg gctgcagttc tccaaggatt 
540 

aggaacccgt tcctggacgc tgacgtcggc 
582 

<210 > 5838 
< 211 > 88 
<212> PRT 

<213 > Homo sapiens 
<400> 5838 

Xaa Arg Leu Ser Pro Phe Leu Pro 
1 5 

Phe Ser Met Leu Cys Cys Phe Trp 
20 

Leu Ala Gin Lys Thr Asn Lys Ala 


ttctgtctag cccagaagac caacaaggct 
gccgcctccc gccgtgcctt cctgctgggg 
tatgcggctg ccctggtgac cctggccgcc 
cccctacagc cctcactgtg aaccctgagg 
gtggagaatc ttggtggatg aggctgcggc 
gctggactgg aacccttccc cttcctggcc 
taaacaccag acacccttgg cctgggctca 
cccgcctgct cccagatccc cgggagtcgt 
tttcagggat cc 


His Asp His Leu Gly Leu Ala Val 
10 15 

Pro Val Gly lie Ala Ala Phe Cys 
2S 30 

Trp Ala Lys Gly Asp He Gin Gly 
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35 40 45 

Ala Gly Ala Ala Ser Arg Arg Ala Phe Leu Leu Gly Val Leu Ala Val 

50 55 60 

Gly Leu Gly Val Cys Thr Tyr Ala Ala Ala Leu Val Thr Leu Ala Ala 

65 70 75 80 

Tyr Leu Ala Ser Arg Asp Pro Pro 
85 


<2 10> 5839 
<211> 1895 
<212> DNA 

<213> Homo sapiens 
<400 > 5839 

tttttttttt tttaacaata 
60 

aaatattaaa caataaataa 
120 

cattcgaatg catcccaacc 
180 

aatagaaagc aaatttaaaa 
240 

gtgctcaaga aactttggct 
300 

aagggaagaa acccacgatc 
360 

aggctagggt taaagctgac 
420 

ctaggaagaa gctgagtgat 
480 

gacaggaggt gtaaaggtgg 
540 

aaaaatagtc ggtaatgccc 
600 

gccttttctt ctaagttttc 
660 

tgcaggagct ggtgttttca 
720 

agctagccca gtccacaggg 
780 

ccagatgtct gcgatggata 
840 

tgctggttcc tgatggtgca 
900 

cgaggctogg gcttccctgc 
960 

ttatcttggt ttccttttca 
1020 

aatgttcttt gtggtttgaa 
1080 

tctagcacca ccttctggcc 
1140 

cgtttcccta aagaatcacc 
1200 


aaatagctct ttgtttattc 
aacagagcgg gggctgagga 
agtgctcagc tgcgtaacga 
acaccaacac ccaaacacac 
ttgaagggaa ttcagtgaag 
accctaaggg gcggggggct 
gtcccacagc tcaggacgta 
gaggctgggt gatgggatcg 
ctcaccttcc cctaggaaat 
tgatcctgac aagctgtgag 
ctccttttct ttgcacaggt 
tgacaaacaa aaatggggag 
caggataatc ctgatggcgt 
taatgatacc cccggggctc 
tggctggtgt ccagtcatct 
acaaggtatt tttgatcctt 
cttgttttcg ggctgcttca 
tcctggcaga ggccagggtc 
acagcagaga atgggattcc 
cagatcttaa ctgccctctc 


actttgattt ggatcattgg 
aagcaggatc ttgctgaagt 
catggagaga ggcagggggg 
aagactgcac acaagaaaaa 
ggaagcgatt gtgcaggagg 
ggagggcgag gccctgagac 
caaccgatgg cagttttgta 
cttgacgggc tgggagggag 
tcagtgctct tttggtaaga 
atgctgtctt gcctgtctct 
gtcaggtagc accccagggg 
gttgactcta tctcaaaact 
gtagccacat ttgctgcaaa 
ttctcagggg tgaggacagg 
ttagctgggc agtggcccct 
gccagcggag ggagagagag 
aagcaaacat cccagttcca 
acatccaagt gggactggcc 
atcaaagcct ctcaaccagc 
caccttcttt ttttttcccc 
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tcctatttta cattctattt tctcatatcc 
1260 

ttggtgaatg atgcttggaa aagctggagt 
1320 

tcttccagcc caggatccct gcagagaacc 
1380 

ctaaaaggtg gctgagggga ggagaggtgc 
1440 

ctgactcact ggggagaccc agggggttgg 
1500 

tcagcccatc tttgtagctt caggttcagc 
1560 

tccctgcctg aatgcagggc cagtctccaa 
1620 

tgggctggga atcaggggcc tgagggagcc 
1680 

ctcattctcc tgctgacagc atgcatgtgc 
1740 

cccagccacc ttcaccccag ggatgagttc 
1800 

attctggctg caacaactgg attctgttaa 
1860 

ctgggctgtg ggaaagagaa atgcagtctc 
1895 

<210> 5840 
<211> 138 
<212 > PRT 

<213 > Homo sapiens 
<400> 5840 

Met Ala Cys Ser His lie Cys Cys 
1 5 

Asn Asp Thr Pro Gly Ala Leu Leu 
20 

Leu Met Val His Gly Trp Cys Pro 
35 40 

Pro Arg Gly Ser Gly Phe Pro Ala 
50 55 

Arg Arg Glu Arg Glu Leu Ser Trp 
65 70 

Cys Phe Lys Ala Asn lie Pro Val 
85 

Pro Gly Arg Gly Gin Gly His He 
100 

Thr Phe Trp Pro Gin Gin Arg Met 
115 120 

Ser Arg Phe Pro Lys Glu Ser Pro 
130 135 

<210> 5841 
<211> 3411 
<212 > DNA 

<213> Homo sapiens 


agcttttctc tctaagccta accaaatgct 
tttaaaaggc attcatccat ttatgaactt 
agaggttaca aatctgccct cctttctccc 
atgtagctcc agctatagca aatcagtgcc 
gatgttgctg acacctcatg ggccacctca 
tctgggtgct gcaggcaggg acccctctgc 
ggaactctgt ctgcagagta gaaagagctg 
cctgccactg cctgcccaga accagtgctc 
cttttggcta acacacactc ttgtctaatt 
cagttggttt aagccagact ggtgcattta 
gtgcccattg ctaagccaat gagctatctg 
ntata 


Lys Pro Asp Val Cys Asp Gly Tyr 
10 15 

Arg Gly Glu Asp Arg Cys Trp Phe 
25 30 

Val lie Phe Ser Trp Ala Val Ala 
45 

Gin Gly lie Phe Asp Pro Cys Gin 
60 

Phe Pro Phe His Leu Phe Ser Gly 
75 80 
Pro Asn Val Leu Cys Gly Leu Asn 
90 95 

Gin Val Gly Leu Ala Ser Ser Thr 
105 HO 

Gly Phe His Gin Ser Leu Ser Thr 
125 

Arg Ser 
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< 400 > 5841 

ngggccttct ggtggacctc 
60 

tggaggcggg agatggaacg 
120 

ttctcggacc ttcccagcgg 
180 

tcccgcccac ccttctgtct 
240 

caaagtgatg ctgctctgca 
300 

aaattcactg ttcacacaaa 
360 

gttcggcaac atgaggaatt 
420 

gcaggttata tcattccacc 
480 

ctacagaagc ttggtgaagg 
540 

caggaactgg aagctgaata 
600 

ttcctgtgtc gtgtggcagc 
660 

ttggaatata atcaagattt 
720 

ttctttaaaa acatggttaa 
780 

gatgatttct ttgagcacga 
840 

gcatctgcta aatctgatag 
900 

agaattggtt cttcattata 
960 

tttctcaaag tttcagaact 
1020 

gatgaagacc tcaaactttc 
1080 

aaggatctcc tgtatcgaag 
1140 

ctggataaag caagagcaaa 
1200 

tgttgtcaga aatttgaaaa 
1260 

acaagaagag ttgctgcatt 
1320 

catgcaaagg gtaatctaca 
1380 

taagccacac tccgccttcc 
1440 

ttcttaatga tgttaagcat 
1500 

gcatcaactc ctctttttct 
1560 


cactcccacg cggggcgggg 
cccccaccct ccctcgacac 
caccctcaat tttcacccgg 
ctctcaaata gtacagctta 
ggtggacatt tctgatgctc 
gagttcattg ccaaatttta 
tatctggctt catgattcct 
agcaccacca agacctgatt 
agaagggtca atgacgaagg 
tttggcaata ttcaagaaga 
acatcctatt ttgagaagag 
gagtgtgcga ggaaaaaata 
atcagcagat ggagtaatcg 
acgaacattt cttttggaat 
aatgacaaga tcccacaaaa 
tgctttagga actcaggatt 
gttcgataaa acaagaaaaa 
tgatctttta aaatattact 
gtctaggtca ctagtggatt 
aaataaagat gttctacagg 
aatatctgag tctgcaaaac 
cagaaaaaat ttagtggaac 
gttgctgcag aactgcctgg 
tgttaaaaag ggctgccttc 
ttatgctcac tggaaacaaa 
gagaaacatg gagcagcgca 


tgcaggtggc gaagtggaaa 
tttggggcca tgaaaaccca 
tgtggacatc tcgaacttgc 
aagcaataaa tgtagatctt 
ttagtgagcg ggataaagta 
aacaaaacga gttttcagtt 
ttgttgaaaa tgaagactat 
ttgatgcttc aagggaaaaa 
aagaattcac aaagatgaaa 
cagttgcgat gcatgaagtg 
atttaaattt ccatgtcttc 
aaaaagagaa acttgaagac 
tttcaggagt aaaggatgta 
atcataaccg agttaaggat 
gtgctgcaga tgattacaat 
ctacagatat atgcaagttt 
tagaagcacg agtgtctgct 
taagagaatc tcaagctgct 
atgaaaatgc taataaagca 
ccgaaacttc ccaacaatta 
aagaacttat agattttaag 
tggcagagtt agaactgaag 
cagtgttaaa tggagacaca 
cttcaaattt tatttttgtt 
caaaaagcag ctgaaaaagt 
cgcccaggcg atgccagtct 
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gtgtgccgtg atgccgcact 
1620 

tactcagaag tccaaagttc 
1680 

taaatagtat tccttatggc 
1740 

ccttttcaga atgcattgtt 
1800 

ttgtttttaa aagcatatac 
1860 

cagacttatt tttaattact 
1920 

tttataagta tgatttctga 
1980 

gactaaacca agtattgtaa 
2040 

cattgtatca ctctggaaaa 
2100 

tacagtgcag gtcttagttt 
2160 

agtccaccaa tccctttaca 
2220 

ggaatcggac agaggcaggt 
2280 

ctgttgtggt ttcccggatt 
2340 

ttgagccact tagtagttat 
2400 

tgtaaagaac aacacttgtt 
2460 

ttggcataca aataggatac 
2520 

agtgtgaatg aacattagac 
25B0 

ttggattttt ccactatctt 
2640 

gcctgtcacc ccttggatgg 
2700 

cccgttcttg gtctaatccc 
2760 

ttgcctcatt catgagctgg 
2820 

gtttgaactg ttgagtttcc 
2880 

ctggtaaaaa taagcccatg 
2940 

gcttctggat ccaggtctag 
3000 

tgacctctgc ctcagttctc 
3060 

tgaggattaa taaatgttgg 
3120 

agaaatacta agtatagggc 
3180 


gtgttcccca tgacagtggt 
attcttcttt aaagtagcct 
tgccactctt atttaccttt 
gaaacaagat aaagattgcc 
caccttagtt cattcatgta 
gaatatttct tagacgtttt 
agaaaagcaa atgcattagt 
aataaacagc gataacagtg 
tgtggagtag ctgtaataaa 
ttcttttttc tcatttcttt 
aaagaatgaa ctgctcctct 
tagtgacagt tattcctgaa 
ccgcgcctag ctcagccaat 
gcgagtggat agattggtat 
tgtctgtggg gaaagaaaag 
tatcgccagt agttatatta 
acattattgt cattcctagt 
tttctaattt ttctaccatt 
gttcctagtt tgtttacatt 
cagtcgtgat gattccacac 
tcagcgtttc gtctctttaa 
gttgctggct gagtgcgttt 
tgatgtccac cagtggatga 
gcccttcatc tgctgctctg 
gactctaaag gacatactga 
tactctgctt tggaaatgtg 
cagaagctat acagtgtttc 


ccatcatcgt gcactcgtca 
ctataactct gtttatttta 
aaataatttc tgaaatttaa 
ttttttgaat tttttaaatt 
tcctggtaaa gcatcttaat 
gggacagatt ttatgtaatc 
atgtttgcct taaacttgta 
atagttttta actctatggt 
tctactcctg tattatgctt 
tgaaatggca tctcgaacaa 
gtgtgtactt catagaaggt 
atacaggagc agagtacagt 
taagcatgag acataggcca 
gtagagggaa agaggtctgc 
cagaatactt gagatgaaag 
caaacattat cggcctttct 
ttaaagttaa ggttgcgtgg 
tggagaccgt aggcatttgg 
ttcctgaacc ctcctgagcg 
ttcctcagcc gcatgttgtc 
ctgacatgtt ccccagtgct 
tgtccttcac gtaaccttcg 
atgctggacc gagagcccta 
tggcccaggg caggtttgct 
cctacctcac aggggtgttg 
aaaatgctgt gtaaatgtta 
acttaaccgt ttgccattct 
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gtatttacca aggtggtctt ttctggggaa ggaagtagag tggaaggtgc atcccttggc 
3240 

ccctggttta cattattagg gtgcttattg taggaatgca ctctaaaaag tgggcgtaga 

3300 . 

atgaaagcag ccgtccagtg gtcctccctt ttctgtagtt tcacttttct tgcttcaagt 

3360 

tacagcagtc acctgaaatc tgaaaatact aaatgaaaaa ctccagaaac a 
3411 


<210> 5842 
<211> 460 
<212> PRT 

<213 > Homo sapiens 
<400> 5842 

Xaa Ala Phe Trp Trp Thr 
1 5 

Ala Lys Trp Lys Trp Arg 
20 

Thr Leu Trp Gly His Glu 
35 

Leu Asn Phe His Pro Val 
50 

Phe Cys Leu Ser Gin He 
65 70 

Gin Ser Asp Ala Ala Leu 
85 

Arg Asp Lys Val Lys Phe 
100 

Phe Lys Gin Asn Glu Phe 
115 

Trp Leu His Asp Ser Phe 
130 

lie Pro Pro Ala Pro Pro 
145 150 

Leu Gin Lys Leu Gly Glu 
165 

Thr Lys Met Lys Gin Glu 
180 

Lys Thr Val Ala Met His 
195 

Pro lie Leu Arg Arg Asp 
210 

Gin Asp Leu Ser Val Arg 
225 # 230 

Phe Phe Lys Asn Met Val 
245 

Val Lys Asp Val Asp Asp 
260 

Glu Tyr His Asn Arg Val 
275 

Thr Arg Ser His Lys Ser 
290 

Ser Leu Tyr Ala Leu Gly 


Ser Thr Pro Thr 
10 

Arg Glu Met Glu 
25 

Asn Pro Phe Ser 
40 

Trp Thr Ser Arg 
55 

Val Gin Leu Lys 

Gin Val Asp lie 
90 

Thr Val His Thr 
105 

Ser Val Val Arg 
120 

Val Glu Asn Glu 
135 

Arg Pro Asp Phe 

Gly Glu Gly Ser 
170 

Leu Glu Ala Glu 
185 

Glu Val Phe Leu 
200 

Leu Asn Phe His 
215 

Gly Lys Asn Lys 

Lys Ser Ala Asp 
250 

Phe Phe Glu His 
265 

Lys Asp Ala Ser 
280 

Ala Ala Asp Asp 
295 

Thr Gin Asp Ser 


Arg Gly Gly Val 
Arg Pro 
Asp Leu 


Thr Cys 
60 

Ala lie 
75 

Ser Asp 

Lys Ser 

Gin His 

Asp Tyr 
140 
Asp Ala 
155 

Met Thr 

Tyr Leu 

Cys Arg 

Val Phe 
220 
Lys Glu 
235 

Gly Val 

Glu Arg 

Ala Lys 

Tyr Asn 
300 
Thr Asp 


His Pro 
30 

Pro Ser 
45 

Ser Arg 


Asn Val 

Ala Leu 

Ser Leu 
110 
Glu Glu 
125 

Ala Gly 

Ser Arg 

Lys Glu 

Ala lie 
190 
Val Ala 
205 

Leu Glu 

Lys Leu 

lie Val 

Thr Phe 
270 
Ser Asp 
285 

Arg lie 


Gin Val 
15 

Pro Ser 

Gly Thr 

pro Pro 

Asp Leu 
80 

Ser Glu 
95 

Pro Asn 

Phe lie 

Tyr lie 

Glu Lys 
160 
Glu Phe 
175 

Phe Lys 

Ala His 

Tyr Asn 

Glu Asp 
240 
Ser Gly 
255 

Leu Leu 


Arg Met 
Gly Ser 
lie Cys Lys Phe 
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305 


370 


385 





310 





315 



Lys 

Val 

Ser 

Glu 

Leu 

Phe 

Asp 

Lys 

Thr 

Arg 

Lys 


325 





330 




Ser 

Ala 

Asp 

Glu 

Asp 

Leu 

Lys 

Leu 

Ser 

Asp 

Leu 


340 





345 





Arg 

Glu 

Ser 

Gin 

Ala 

Ala 

Lys 

Asp 

Leu 

Leu 

Tyr 

355 





360 




Ala 

365 

Leu 

Val 

Asp 

Tyr 

Glu 

Asn 

Ala 

Asn Lys 

Leu 



375 





380 


Lys 

Asn 

Lys 

Asp 

Val 

Leu 

Gin 

Ala 

Glu 

Thr 

Ser 



390 





395 



Gin 

Lys 

Phe 

Glu 

Lys 

lie 

Ser 

Glu 

Ser 

Ala 

Lys 



405 





410 




Phe 

Lys 

Thr 

Arg 

Arg 

Val 

Ala 

Ala 

Phe 

Arg 

Lys 


420 





425 





Ala 

GlU 

Leu 

Glu 

Leu 

Lys 

His 

Ala 

Lys 

Gly 

Asn 

435 





440 




Thr 

445 

Asn 

Cys 

Leu 

Ala 

Val 

Leu 

Asn 

Gly Asp 





455 





460 



320 

lie Glu Ala 
335 

Leu Lys Tyr 
350 

Arg Arg Ser 

Asp Lys Ala 

Gin Gin Leu 
400 

Gin Glu Leu 
415 

Asn Leu Val 
430 

Leu Gin Leu 


450 

<210> 5043 
<211> 6446 
<212> DNA 

<213> Homo sapiens 
<400> 5843 

ncgtacgccg ccaatgtcta cacctcagtg gtggaagagc tggcccgcgg 
60 

cggttcatcg ctgtggagca ggagtttttc cggctgtggt gggatggcgt 
120 

cagcagaaat accaggtccg ccagctcctg gaggaaggac gcctggaatt 
180 

ggccaggtca tgcatgacga ggctgtgacg caccttgatg accagatcct 
240 

gaaggacacg ggtttctcta tgaaacattt gggatccggc cacagttctc 
300 

gacccgtttg gcgcctctgc cacgacgccc accctatttg cgctggcggg 
360 

cacCtC gg Ct cccggatcga ctacgacctg aaggcagcca tgcaggaggc 
420 

cagttcgtgt ggcgagggtc cccatccctc tcagagcggc aggaaatctt 
480 

atggaccagt acagctactg caccccgtcc cacatccctt tctccaacag 
540 

tactggaatg gcgtggctgt cttccccaag cctcccccag atggggtgta 
600 

agtgagcctg tcaccccagc caacatcaac ctctatgccg aggccctggt 
660 

aagcagaggg ccgcctggtt ccggacaccg cacgtcctct ggccctgggg 
720 

cagttcttca atgcctcggt gcagtttgcc aacatggacc cgctgctgga 
780 

agccatgctg ccgagctcgg tgtctcggtg cagtatgcca cgctgggcga 
840 


ccagcagcgc 

cgcctcggac 

tgtcatcgga 

gcagctcaca 

ctggcacgtt 

cttcaatgcc 

ccgggggctg 

cacgcacatc 

gtcaggattt 

ccccaacatg 

ggccaacgtg 

atgtgacaag 

ccacatcaac 

ctacttccgt 
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gccctgcacg ctctcaatgt cacctggcgt 
900 

tccacagaac cattccaggc ctggacgggc 
960 

ctggcccggc gagccagcgc cttgttgtat 
1020 

tggccggccc cccgtgggca tctggacccc 
1080 

cgctgggccg tctccgaggt ccagcaccat 
1140 

gtgagagaca tgtacgcaac gcacctggcc 
1200 

gcctccatcg tcctagatga gctccagccc 
1260 

ggacctgcag gacattttgc ctcggtctac 
1320 

gtcaccctga ctgttggttt ccctggagtc 
1380 

ccctcgcaga tccagaactc aacagagacc 
1440 

acaatcccag gcctcagtta ccggcactac 
1500 

ggcacccagg agccggctgc cactgtggcg 
1560 

agacgcacca gccatgcggg caggtacttg 
1620 

ctgctcgacc aggataccaa cctgatgcac 
1680 

gtgcgcgtga cccaggaatt cctggagtac 
1740 

atttccgata actacctgtt cacaccgggc 
1800 

gaaatggaga ttgtggcggg acagcttgtg 
1860 

atgacagcac agaattacac gtatgcaatc 
1920 

catgacgggg agctgctctg ccaccggata 
1980 

ctgaaccgtg aggctgtcct gaggaccagc 
2040 

tcagacaaca acggctacca gatgcagcgg 
2100 

atcgcccgga attactaccc catggttcag 
2160 

cttgtgttgc tgtcggagcg ggcacatggc 
2220 

gtcatgctcc accggcggct gtggaacaac 
2280 

ctgaacgaca cctcagtcgt ccacccagtg 
2340 

accactgccc tgcgccagag gagcgcactg 
2400 

ggagacctcg ctgggactgc gccgaagctc 
2460 


gtccgcgacc accacgactt cctgccctat 
ttctacacgt cccgcagctc actgaagggg 
gccggggagt ccatgttcac acgctacctg 
acctgggccc tgcagcagct ccagcagctt 
gatgccatca ctgggactga gtcccccaag 
tcggggatgc tgggcgtgcg caagctgatg 
caggcaccca tggcggccag ctccgatgca 
aacccgctgg cctggacggt caccaccatc 
cgcgtcacag atgaggcggg ccacccagtg 
ccatctgcgt atgacctgct tattctgacc 
agcatcagac ccactgcagg ggcccaagag 
agcacccttc aatttggccg caggctgagg 
gtgcctgtgg caaacgactg ctacattgtg 
agcatctggg agagacagag taaccgaacg 
cacgtcaaca gggatgtgaa acagggcccc 
aaggccgcgg tgcctgcgtg ggaagctgtg 
actgagatcc ggcagtactt ctacaggaac 
cgctcccggc tcacccatgt gccgcagggc 
gagcaggagt accaagccgg ccccctggag 
accaacctaa acagccagca ggtcatctac 
aggccctacg tttcctatgt gaacaacagc 
tcggccttca tggaggatgg caaaagcagg 
atctccagcc aagggaatgg gcaggtggag 
ttcgactggg acctgggcta caacctcacg 
ctctggcttc tgctgggatc ctggtccctc 
gcgctgcagc acaggcccgt ggtgctgttc 
ccaggacccc agcagcaaga ggccgtgacg 
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ctgcccccga atcttcacct gcagatcctg 
2520 

cacacggagc actctcagaa tctccggaaa 
2580 

cgccgtgtcc tgctgcggct ctaccacctg 
2640 

cagccagtaa cagtgaatct ggaggtgaac 
2700 

ggaagcaaac cctagatgaa gccccaagaa 
2760 

tcctcccaaa tggacgctgg tatgggcccc 
2820 

tgtcaggtat tacaactggc ctggtttttt 
2880 

ctcactctgt tgcccagtct ggggtgcagt 
2940 

ctccctggct caagtgatcc tcccacctca 
3000 

cgccaccacg atggctaagt tttttttttt 
3060 

ccccaggctg gagtgcaatg gtgcgctctc 
3120 

aagtgattct cctgcctcag cctcccgagt 
3180 

ccggctaatt tttttgtact tttagtagag 
3240 

cacgaacccc tgacttcagg tgatccacct 
3300 

ggcgtgagcc accaagcctg gcctagtttt 
3360 

tgttgctcag gctggtctcg aacgtctggc 
3420 

aagtgctggg attacaggcg tgagtggcct 
3480 

aacttttaaa acacagacaa catctgtgta 
3540 

ttgctttgaa aggtgactta gagtcagaca 
3600 

ggggeatctc cggcacccca tgcctctggg 
3660 

aggtgagagt tctttgccca gaaggttgct 
3720 

agtgtcaggg cccccaggcc tcgtcccctt 
3780 

ctcagctcta ctatcaggcg aggcttccgc 
3840 

aggcatgacc tgagccgcct catttctttc 
3900 

gctcatggag aatttctgtg aatctctgtg 
3960 

gtcttcaggg gaatccagag aagccccagt 
4020 

cccacctcct ctttcatgat cctcgccagg 


agcatccctg gctggcgcta cagctccaac 
ggccatcgag gggaagccca ggctgacctc 
tatgaagtgg gcgaggaccc agtcctgtct 
ttccccaccc ccatccagac cataagccag 
actgccttgg caaagagatc cacgagggct 
accccgccct tcttcatggt cttctgggtt 
agggtttttt gtgtatatgt gagacaggat 
ggcacaatct cagctcactg caacctctgc 
acctcccaag taactgggat cacaggggcg 
ttttttttga gaccgagttt cgctctcgtc 
agctggctgc aacctccatc tcccaggttc 
agctgggatt acaggcatgt gccaccacgc 
acagggtttc tccatgttgg tcaggctggt 
gcctcggcct cgcaaagtgc tgggattaca 
tttattttta gtagagacac ggtcttgctg 
ctcaagcaat ctgcctgtct tagcctcctg 
gtattttctt tcttatttat tctgtggtaa 
atccaaaaac aaaacagatt ccccatagag 
atccagggtc cacacccagg cccctctacg 
cctcagtttc cccccatgta aaatggggag 
gagaggccct ggcactaagg ggcctcgtgc 
ccaggttccc ctcttggctg atgttgccct 
cacctggcct gcccacgctc cctccccaga 
ccagtttgca ttctttctat ttcatttcct 
tttctgcctt gggcctcctt cgacatctga 
accttttcgc catgatgtct tactgggcca 
gaggatcctt tcctcacggt ccctggcctg 


4080 
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cctgagagca ggtctaggcc 
4140 

gggaagcaag gaggccggcg 
4200 

cagatggaag caccaaggcc 
4260 

tgcccaacgt ggacggtggt 
4320 

gctgcaagtc acaaaacacc 
4380 

ccgaacaggc atgtccgatg 
4440 

ttcccgccat cgccggcaga 
4500 

agatggcaca ggcctccctc 
4560 

gccagaaagg ccttgcccta 
4620 

aagagccacc cccacccctc 
4680 

ctcccctagg tgtaagggag 
4740 

gtggctggct tcctccctgg 
4800 

actccgcggt ggggtgggca 
4860 

gccacctggt aaagcatgca 
4920 

gtcctgtcct cgcagatgtg 
4980 

gaggacctgg gctcctgagg 
5040 

ttctctgctc agctctggaa 
5100 

gctgtgctgc aggcgctggg 
5160 

tgggatttga gcatgctgca 
5220 

gacaccacct ctccctcgag 
5280 

atccggacgt tctttattca 
5340 

agggcttccc ccaggaactc 
5400 

gagggatggg actggggagt 
5460 

tttggggttt ttccctaatt 
5520 

cccccacact caatcaagcc 


atggcgggta ccagtgccca 
tgggacctgg aagttggtca 
ctgagacaag gagacggttg 
ggggtggaaa gaccattgag 
taacagatgt gcttagaaca 
gaccccaagc gctgtcaccg 
ctggcttttg tcttttgccg 
atgagcaaat ttcaaggcag 
gcgtggctct ctccctccgt 
ctgctccaca gacttttcca 
gctgggacaa ggcctattgg 
actgggcacg gggccacctg 
gctcaaaatg ccacacctcc 
cctcccgctt cagtgtcctc 
ctgtgagaag cagatgaggg 
acaccgagtt cgtggtgtgt 
cttggtgcag ctcactctcc 
gtccgtggtg gcagtggagg 
ccgctggagc tggaggacgg 
gccaccagga ggccccatca 
ctttcaacag cagtgagccc 
catgtaacag aacagaccca 
cagctgctca tctgcaggct 
tttttaaaca aaaattacat 
agccctctcc tcttctgtca 


gcacagggcc ggcctgccct 
tctgatgctc ccccgtttca 
ggatggacac catgactccc 
ttaggaacgc agtgagtttg 
gaggacagag tgttttctca 
tgggcccgat cactgtcgtc 
tctgcttgtt tgcggtcaca 
ggtggggctc ggcagtagtg 
cagcacacag aagcttctcc 
gacccctaag ggcctcctgc 
gaaaggggga tggggtaact 
agcaatgtgg ggagaggaga 
cgggctgctc ctccagctcg 
atctgtaaag tacacggcca 
agctgtgtca ggcaccaggg 
ctgccctgct gctgtcttgg 
ctctgctcct ctccctgcag 
agcgctcgct cacagggacc 
ggcctggccg ccacagaggt 
tcaccatcca cccaaaggaa 
tgggcagatg ccccgtcccc 
ggacagggaa aagcagtgcg 
aatggcagga aatggtcata 
tacaagatcc aggttcttcc 
cgtaaaggat atttggcaca 


5580 

ctcatgcgtc attcattcac aaaacacaaa cccaggactt tctgcctaag gcagagcaca 
5640 

agactcacag cagcaccgaa gcgcatctgc cgtccgggcc ctgccaggct tgccaggctg 
5700 
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ccagtggtaa ctgtggacct actgcgtgcc 
5760 

caacagccct gcaaggggct tggctctgcc 
5820 

gcgagagttc cagccccaga cgcccacctg 
5880 

aggcacagca gccgtcagag tccatgagag 
5940 

cagaactatt aatatcaata aaagtataac 
6000 

aacatccatc cacacaatac ctgtgctccc 
6060 

acggtagcaa caacccaaat gtccatccac 
6120 

ccatacaatg gaatattatt tggccataaa 
6180 

ctgagtgaat cctacaaata ttacgctaag 
6240 

atgtccagaa taggcaaatc tgtgtatcag 
6300 

tggaggaaga gagaagaggc atgacagcta 
6360 

aaattgtgga atgatggttg cacaactttg 
6420 

ctttggaaga tgaaaaaaaa aaaaaa 
6446 

<210> 5844 

<211> 823 

<212> PRT 

<213> Homo sapiens 

<4 00> 5844 

Gly His Gly Phe Leu Tyr Glu Thr 
1 5 

Trp His Val Asp Pro Phe Gly Ala 
20 

Ala Leu Ala Gly Phe Asn Ala His 
35 40 

Leu Lys Ala Ala Met Gin Glu Ala 
50 55 

Gly Ser Pro Ser Leu Ser Glu Arg 
65 70 

Asp Gin Tyr Ser Tyr Cys Thr Pro 
85 

Ser Gly Phe Tyr Trp Asn Gly Val 
100 

Asp Gly Val Tyr Pro Asn Met Ser 
115 120 

Asn Leu Tyr Ala Glu Ala Leu Val 
130 135 

Trp Phe Arg Thr Pro His Val Leu 
145 150 

Phe Phe Asn Ala Ser Val Gin Phe 


acgtgttttc atagactcat cccatgctgg 
acagggcagg agaggaagtt gtagcgccta 
tgcctcaggg caccgcctgc cgagcagaga 
gtgaaaccac acagcaggga tgtccaatat 
cttcccaggt ctatgcccaa gagaattgaa 
gcgttcatag cagcattact caaaagtcaa 
agatgaatta agacatgaag tgtgttctgt 
aaggaaggaa attctgacgc atgccacagc 
tgaaagaagc caatcacgag tttatgtgaa 
agacaaagca cattggtggt tgccaggtac 
acagggacgg gctttctttg gaagatgatg 
tgaatatact agaaaccaat gaattaaaaa 


Phe Gly lie Arg Pro Gin Phe Ser 
10 15 

Ser Ala Thr Thr Pro Thr Leu Phe 
25 30 

Leu Gly Ser Arg He Asp Tyr Asp 
45 

Arg Gly Leu Gin Phe Val Trp Arg 
60 

Gin Glu lie Phe Thr His lie Met 
75 80 

Ser His lie Pro Phe Ser Asn Arg 
90 95 

Ala Val Phe Pro Lys Pro Pro Pro 
105 HO 

Glu Pro Val Thr Pro Ala Asn lie 
125 

Ala Asn Val Lys Gin Arg Ala Ala 
140 

Trp Pro Trp Gly Cys Asp Lys Gin 
155 l 60 

Ala Asn Met Asp Pro Leu Leu Asp 
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165 

His lie Asn Ser His Ala Ala Glu 
180 

Thr Leu Gly Asp Tyr Phe Arg Ala 
195 200 
Arg Val Arg Asp His His Asp Phe 
210 215 
Gin Ala Trp Thr Gly Phe Tyr Thr 

225 220 

Ala Arg Arg Ala Ser Ala Leu Leu 
245 

Arg Tyr Leu Trp Pro Ala Pro Arg 
260 

Leu Gin Gin Leu Gin Gin Leu Arg 
275 280 

His Asp Ala He Thr Gly Thr Glu 
290 295 

Ala Thr His Leu Ala Ser Gly Met 
305 310 

Ser lie Val Leu Asp Glu Leu Gin 
325 

Ser Asp Ala Gly Pro Ala Gly His 
340 

Ala Trp Thr Val Thr Thr lie Val 
355 360 

Val Arg Val Thr Asp Glu Ala Gly 
370 375 

Asn Ser Thr Glu Thr Pro Ser Ala 
385 390 

lie Pro Gly Leu Ser Tyr Arg His 
405 

Ala Gin Glu Gly Thr Gin Glu Pro 
420 

Gin Phe Gly Arg Arg Leu Arg Arg 
435 440 

Leu Val Pro Val Ala Asn Asp Cys 
450 455 

Thr Asn Leu Met His Ser lie Trp 
465 470 

Arg Val Thr Gin Glu Phe Leu Glu 
485 

Gin Gly Pro lie Ser Asp Asn Tyr 
500 

Val Pro Ala Trp Glu Ala Val Glu 
515 520 

Val Thr Glu lie Arg Gin Tyr Phe 
530 535 

Tyr Thr Tyr Ala lie Arg Ser Arg 
545 550 

Asp Gly Glu Leu Leu Cys His Arg 
565 

Pro Leu Glu Leu Asn Arg Glu Ala 
580 

Asn Ser Gin Gin Val lie Tyr Ser 


170 175 

Leu Gly Val Ser Val Gin Tyr Ala 
185 190 

Leu His Ala Leu Asn Val Thr Trp 
205 

Leu Pro Tyr Ser Thr Glu Pro Phe 
220 

Ser Arg Ser Ser Leu Lys Gly Leu 
235 240 

Tyr Ala Gly Glu Ser Met Phe Thr 
250 255 

Gly His Leu Asp Pro Thr Trp Ala 
265 270 

Trp Ala Val Ser Glu Val Gin His 
285 

Ser Pro Lys Val Arg Asp Met Tyr 
300 

Leu Gly Val Arg Lys Leu Met Ala 
315 320 

Pro Gin Ala Pro Met Ala Ala Ser 
330 335 

Phe Ala Ser Val Tyr Asn Pro Leu 
345 350 

Thr Leu Thr Val Gly Phe Pro Gly 
365 

His Pro Val Pro Ser Gin lie Gin 
380 

Tyr Asp Leu Leu lie Leu Thr Thr 
395 400 

Tyr Ser lie Arg Pro Thr Ala Gly 
410 415 

Ala Ala Thr Val Ala Ser Thr Leu 
425 430 

Arg Thr Ser His Ala Gly Arg Tyr 
445 

Tyr lie Val Leu Leu Asp Gin Asp 
460 

Glu Arg Gin Ser Asn Arg Thr Val 
475 480 

Tyr His Val Asn Arg Asp Val Lys 
490 495 

Leu Phe Thr Pro Gly Lys Ala Ala 
505 510 

Met Glu He Val Ala Gly Gin Leu 
525 

Tyr Arg Asn Met Thr Ala Gin Asn 
540 

Leu Thr His Val Pro Gin Gly His 
555 560 

lie Glu Gin Glu Tyr Gin Ala Gly 
570 575 

Val Leu Arg Thr Ser Thr Asn Leu 
585 590 

Asp Asn Asn Gly Tyr Gin Met Gin 
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595 600 bu;> 

Arg Arg Pro Tyr Val Ser Tyr Val Asn Asn Ser lie Ala Arg Asn Tyr 

610 615 620 

Tyr Pro Met Val Gin Ser Ala Phe Met Glu Asp Gly Lys Ser Arg Leu 

625 630 635 640 

Val Leu Leu Ser Glu Arg Ala His Gly He Ser Ser Gin Gly Asn Gly 

645 650 655 


Gin Val Glu Val Met Leu His Arg 
660 

Asp Leu Gly Tyr Asn Leu Thr Leu 
675 680 

Val Leu Trp Leu Leu Leu Gly Ser 
690 695 

Gin Arg Ser Ala Leu Ala Leu Gin 
705 710 

Asp Leu Ala Gly Thr Ala Pro Lys 
725 

Ala Val Thr Leu Pro Pro Asn Leu 
740 

Gly Trp Arg Tyr Ser Ser Asn His 
755 760 

Lys Gly His Arg Gly Glu Ala Gin 
770 775 

Arg Leu Tyr His Leu Tyr Glu Val 
785 790 

Pro Val Thr Val Asn Leu Glu Val 
805 

lie Ser Gin Gly Ser Lys Pro 


Arg Leu Trp Asn Asn Phe Asp Trp 
665 670 

Asn Asp Thr Ser Val Val His Pro 
685 

Trp Ser Leu Thr Thr Ala Leu Arg 
700 

His Arg Pro Val Val Leu Phe Gly 
715 720 

Leu Pro Gly Pro Gin Gin Gin Glu 
730 735 

His Leu Gin lie Leu Ser lie Pro 
745 750 

Thr Glu His Ser Gin Asn Leu Arg 
765 

Ala Asp Leu Arg Arg Val Leu Leu 
780 

Gly Glu Asp Pro Val Leu Ser Gin 
795 800 

Asn Phe Pro Thr Pro lie Gin Thr 
810 815 


820 


<210> 5845 

<211> 2762 

<212> DNA 

<213 > Homo sapiens 


<400> 5845 

aaatttgtat ccaggtccgt tccagctttc tttcacagtg ccctgtcctg ggggcagcac 
60 

gtgctgagca agggtaaggc tgccggaagc agcgtgtggg gtgcttggaa gatggacagc 
120 

acatccctgc tggtggcagc agccttcctg agggaggtgt cctcctgtga ttatagggcc 
180 

ttgtcaggtg gagatggaat tggttggccg ggcacattgg ctcacaccta taatcccagc 
240 

atttttggag accgaggtga gcggatcact tgagctcagg agtttgaaac caacctggga 
300 

aacataggga gaccccatct ctccctcctc atctccccac agcccgatct gctcaacttc 
360 ggatgtcgat cttggacgag cctggagagc ctccctcccc ctcgctcacc 420 
accacctcta cttcgcagtg gaagaaacat tggtttgtgc tgacagattc aagtctcaaa 


tattacagag actccactgc tgaggaggca gatgagctgg atggtgagat cgacctgcgt 
540 

tcctgcacgg atgtcactga gtacgcggtg cagcgcaact atggcttcca gatccacacc 
600 
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aaggatgctg tctatacctt gtcggccatg 
660 

gctctgagaa agaccgtacg tccaacttca 
720 

aacaaggaga acgcgctgca cagctacagc 
780 

cagcgggcgg gctctgaggt catcagccgg 
840 

caggccttgg actacgtgga gctctcgccg 
900 

accccagccc gcactcctga ccgcctggcc 
960 

cagcgctccg aggagcggcg caagtggttt 
1020 

cctgctggtg aggggccgcg ccggggcctg 
1080 

cggcttagtg aggagatcga gaagaagtgg 
1140 

aataagcggg tgcccctcac tgccctgctc 
1200 

ccaagtgacg gccacgaggc actggagaag 
1260 

atggagtcct cgcaccagca ggtgatggag 
1320 

cagcgcctgc agcaggagaa ggagtggctc 
1380 

gccattgaag ccatgaagaa ggcctatcag 
1440 

cggagtctcc agcagggccc ggatggcctc 
1500 

ctgaagcgag agctgcaggt gctatcggag 
1560 

gcactcatgc ggcaggctga ggagcgcgag 
1620 

caggagctgc tgcgccacaa ccaggagctg 
1680 

ctgcgcggct tcattgcctc gcagggcatg 
1740 

agttcctgcg agctagaggt gctgcttcgc 
1800 

aaggaggtgc agtgcctccg ggacgagctc 
1860 

tcgggaaagt accaggacgt ctatgtggag 
1920 

gagatcgagc agctgaagga gcacctgcgt 
1980 

tcgatgcgca acagcctggc tgagtagagg 
2040 

aggaccagcc gccctccttc cctcctggat 
2100 

ctctgtgggc cacacgtgca cttgcaccca 
2160 

acagacacac agacacatac gcacacacgt 
2220 


acctcaggca tccggcggaa ctggatcgag 
gccccagatg tcaccaagct ctcggactct 
acccagaagg gccccctgaa ggcaggggag 
ggtggccctc ggaaggcgga cgggcagcgt 
ctgacccagg cttccccgca gcgggcccgc 
aagcaggagg agctggagcg ggacctggcc 
gaggccacag acagcaggac cccagaggtg 
ggtgcccccc tgactgagga ccagcaaaac 
caggagctgg agaagctgcc cctgcgggag 
aaccaaagcc gcggagagcg ccgagggccc 
gaggaggcat gtgagcgcag cctggcagag 
gagctgcagc ggcaccacga gcgggagctg 
ctggctgagg agacggcagc cacggcctca 
gaagagctga gccgagagct gagcaaaaca 
cggaagcagc accagtcaga tgtggaggca 
cagtactcgc agaagtgcct ggagattggg 
cacacgctgc gccgctgcca gcaggagggc 
catggccgcc tgtcagagga gatagaccag 
ggcaatggct gcgggcgcag caacgagcgg 
gtaaaagaaa acgaactcca gtacctaaag 
cagatgatgc agaaggacaa gcgcttcacc 
ctgagccaca tcaagacacg gtctgagcgg 
cttgccatgg ccgccctcca ggagaaggag 
tcccgcccag ctgcagaccc tccaggctgg 
ggaagtaaaa agccaagctt tctccccacc 
ccacacacac acacacacac acacacacac 
gcacacatgt acacacggat acacacacac 
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acacacacac acacacactg 
2280 

ccttcttcag gattttatat 
2340 

aaacacttta tactttaaaa 
2400 

aaccctggtc cccctctgtc 
2460 

ggcccagagg tctggcggag 
2520 

ag9 c 999 a 9 c ctgccaccct 
2580 

ggacccgtac catggggctc 
2640 

gcctccttcg aggctgtgct 
2700 

tctgctccct gaacctctta 
2760 

ag 

2762 

<210> 5846 

<211> 257 

<212> PRT 

<213> Homo sapiens 


catatctgag cacgcccctc 
gtgaagagat ttttatatag 
aaaaaaaaaa aaaagcaatt 
tccagccacc ctctgcttgg 
gcccaggcag cagccatggc 
cttcctgccc tacctcctac 
aggacagagg gagctagcag 
gggtgcagaa ccgccagagc 
acttaataaa acgttccagc 


gcactgggtc tcaccttgca 
atttttttcc tttttttcca 
cctggtggct gtgtgcctcc 
gcttctgagc tggtggccct 
ggggtgtctc tacaggggag 
taacacttcc tgccccattt 
ctggcctcca tggccccaca 
cacccaaaag gtgtttctct 


<400> 5846 

Glu Ala Cys Glu Arg Ser Leu Ala 
1 5 

Val Met Glu Glu Leu Gin Arg His 
20 

Gin Gin Glu Lys Glu Trp Leu Leu 
35 40 

Ser Ala He Glu Ala Met Lys Lys 
50 55 

Glu Leu Ser Lys Thr Arg Ser Leu 
65 70 

Lys Gin His Gin Ser Asp Val Glu 
85 

Leu Ser Glu Gin Tyr Ser Gin Lys 
100 

Arg Gin Ala Glu Glu Arg Glu His 
115 120 

Gly Gin Glu Leu Leu Arg His Asn 
130 135 

Glu Glu lie Asp Gin Leu Arg Gly 
145 150 

Asn Gly Cys Gly Arg Ser Asn Glu 
165 

Leu Leu Arg Val Lys Glu Asn Glu 
180 

Gin Cys Leu Arg Asp Glu Leu Gin 
195 200 

Thr Ser Gly Lys Tyr Gin Asp Val 


Glu Met Glu Ser Ser His Gin Gin 
10 15 

His Glu Arg Glu Leu Gin Arg Leu 
25 30 

Ala Glu Glu Thr Ala Ala Thr Ala 
45 

Ala Tyr Gin Glu Glu Leu Ser Arg 
60 

Gin Gin Gly Pro Asp Gly Leu Arg 
75 80 

Ala Leu Lys Arg Glu Leu Gin Val 
90 95 

Cys Leu Glu lie Gly Ala Leu Met 
105 HO 

Thr Leu Arg Arg Cys Gin Gin Glu 
125 

Gin Glu Leu His Gly Arg Leu Ser 
140 

Phe He Ala Ser Gin Gly Met Gly 
155 150 

Arg Ser Ser Cys Glu Leu Glu Val 
170 175 

Leu Gin Tyr Leu Lys Lys Glu Val 
185 190 

Met Met Gin Lys Asp Lys Arg Phe 
205 

Tyr Val Glu Leu Ser His lie Lys 
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. 210 215 220 
Thr Arg Ser Glu Arg Glu lie Glu Gin Leu Lys Glu His Leu Arg Leu 

225 230 235 240 

Ala Met Ala Ala Leu Gin Glu Lys Glu Ser Met Arg Asn Ser Leu Ala 

245 250 255 


Glu 


<210> 5847 
< 211 > 1021 
<212> DNA 

<213 > Homo sapiens 
<4 00> 5847 

ggcacgaget cgtgcggccg ggtgagagcg tgcggccgga ttcaccacaa catggcaaat 
60 

ctttttataa ggaaaatggt gaaccctctg ctctatctca gtcgtcacac ggtgaagcct 
120 

cgagccctct ccacatttct atttggatcc attcgaggtg cagcccccgt ggctgtggaa 
180 

cccggggcag cagtgcgctc acttctctca cccggcctcc tgccccatct gctgcctgcg 
240 

ctggggttca aaaacaagac tgtccttaag aagcgctgca aggactgtta cctggtgaag 
300 

aggcggggtc ggtggtacgt ctactgtaaa acccatccga ggcacaagca gagacagatg 
360 

tagacccttt ccctccagag tcacgcacat actcgtcatc gcatcacttg ggagaatggt 
420 

tgtatcttat ggaaggaatt atcacatcaa ggagtcaggg gaaagtgact ggaagcaaac 
480 

gccctaaaag ttacccatca cgtttcagtg taaatgagta actatagaag acattgcgtt 
540 

atcttatttc caaaacgttc caactaaaaa acattttcct attaaaatag accttccgaa 
600 

tagcttagtt cattcattct ctctgaactc aggctgcagg tagggattgg atggtgctgg 
660 

gtgaggctgg gcaggacttc tctatgtctc cgtgaggctg cttagagcct cttggaagaa 
720 

gtggtgtttt ggtcacccgt cgctgtacaa gccaaggctt ggtggcttaa atcagccatt 
780 

ttacattgtt cacgattttg tgaggcattt gggatgggct cagctgagca gtttgtctga 
84 0 

tctgtgtggc attaactgca ggacccactt ccaagatggc accggctctc ctgtctgggg 
900 

tctcagtgct cctcaggctg tacgtagcac ctcctcaggc agggcccaca gcgtgctttg 
960 

cactgcccca cagtgagctt cccgagagtg ttccgagaga cccaagcaga tgctacgagg 
1020 
c 

1021 


<210> 5848 
< 211 > 120 
<212> PRT 
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<213> Homo sapiens 
<4 00> 5848 

Gly Thr Ser Ser Cys Gly Arg Val Arg Ala Cys Gly Arg 
1 5 10 

Asn Met Ala Asn Leu Phe lie Arg Lys Met Val Asn Pro 
20 25 

Leu Ser Arg His Thr Val Lys Pro Arg Ala Leu Ser Thr 
35 40 45 

Gly Ser lie Arg Gly Ala Ala Pro Val Ala Val Glu Pro 
50 55 60 

Val Arg Ser Leu Leu Ser Pro Gly Leu Leu Pro His Leu 
65 70 75 

Leu Gly Phe Lys Asn Lys Thr Val Leu Lys Lys Arg Cys 
8 5 90 

Tyr Leu Val Lys Arg Arg Gly Arg Trp Tyr Val Tyr Cys 
100 105 

Pro Arg His Lys Gin Arg Gin Met 
115 120 

<210> 5849 
<211> 3174 
<212> DNA 

<213 > Homo sapiens 
<400> 5849 

nttttttttt ttaccaacgg gagatgcagt ttatttacac cagcagccat gggggcagag 
'60 

ggaatacaca gcgtttacaa agttagctac ctgtacagaa tggattacat atgcaaaaat 
120 

aaaaatctca agaccacagg acagcgtgag ccccaccccc ctcccccaat gaccccagca 
180 

tgcggtaatg ccaggcgggt ggcccctggg catgcggggg ggagtgatgc atggaaggaa 
240 

aagccaccgg ccatggaaat tagtacagaa cccccccaca cacactcaga cacaggatac 
300 

agggtggacg acacctagcc ggggtgggaa ggatgggaat tgaaacccac acagcctgct 
360 

gttagaggga ggggagtggg gagctcctag cccctgttca actacatggt aggggggggc 
420 

actctctccc cagaaggaaa agggtttgtt ccctcagggt ccctgctgga ccaagcccat 
480 

ctcttaccca gcctgggcag ggggctctgc cctgagggcg ggccaaggaa caatggggaa 
540 

gtttatgtgg acaaaccagt tcccaagcta cttcccactt ctccctcctc caaccagaag 
600 

gggggaaaag ggagaggcca cagggcaaag agtgtattag ggcctgagct gcagctgcct 
660 

ctcagaaggg agagtggccc' acagccttcc tcccttcacc ttcagcccac tccccagact 
720 

gcatctggaa gcggctagag gcctgctgag atcctcctct ccctctggcc tcctctcgga 
780 

gggagactac ggagggccaa gaatagagaa gcccaggccc cgggatttat tctaactcct 
840 


He His His 
15 

Leu Leu Tyr 
30 

Phe Leu Phe 

Gly Ala Ala 

Leu Pro Ala 
80 

Lys Asp Cys 
95 

Lys Thr His 
110 
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gccaaaawyy mmttggcttt ttaaaaaata 
900 

caaccaggca tgagccacaa tcagaaccac 
960 

nattgcagcc ccatctctgt tgttccctta 
1020 

aaccagtcct gggtactaac tacccaaatg 
1080 

ggacatgtcc agcaagtgcc agagaacttg 
1140 

agctctgctc ccagcccags msgsggtcct 
1200 

gcatmgaggg gggacggtac atctctttag 
1260 

atgacagtcc cacagagggg cagtgacacc 
1320 

gaggccaccc tctcttccca cccaactcct 
1380 

tttcctcaga gccccaaacc acaagtacag 
1440 

aaacagggca cgctttggag gcaggagcgc 
1500 

ggggtggaag cagcagttgg gaacctgggc 
1560 

caggaggaac acggggccac cccaggaggg 
1620 

tgaggtaaga aaacatttca aataaagcag 
1680 

cctcaccagc cctgggtcag ggaggagagg 
1740 

ttcctaccct ccctttccca ttccttgaag 
1800 

ccaacaaaag gacagctcct gctgccaagg 
1860 

cccctgtgag gggcagggaa ggtggcggca 
1920 

tctgtgcctg cctacccctg ggactggggg 
1980 

catgcccagc cttgcccctc agctccaagc 
2040 

cgaggcaggc cccctccagg ctcagcttcc 
2100 

ccctcagcag ggcttagtcc agttcctggg 
2160 

cccagggtca ggcgccctgg cctagctgga 
2220 

accgcctccc caccaaactt atgtccaagg 
2280 

ccgaggagtc gtgctccatt gcagaggact 
2340 

cctctgcctg cctggcccac caagcttccc 
2400 

ccaggctatg ccacctgggt gggggtcagg 
2460 


atcacaattt gtgggttaaa aaccaatttg 
cccagcggga gagcggagtt ccagacaggg 
accctctagg gtccctaacc cgatcagtcc 
tgggatggct cctcttggga agagggtagg 
gctcagggtc aactccaccc cgtgtcagtc 
ccagsttggy tcctgggagt ngnggtgccc 
gatgtagac c aggcaggtgg gcacactggc 
ccttcccctc cactgacaac ctggggcaca 
agcaaagggg gagaggcaca agattaggat 
aataaataac ttaaaagcgc taaggaaggg 
tgagaggaac tgaagccagt caaggtgaag 
tgccccggta gggcagtggg gcagggtggg 
tgaggctggg tcccttcctg gggcagggaa 
caccgttccc tctcaccttg gggccccact 
cagggggagg aattctgaca cttctccctc 
ctgtagaggc tggaggccct ttcctggcac 
aggcccatgg ggactgaggg gaaagggctg 
gttctggacg cccacctcag cagacagcac 
catttgataa gattctgcac acagacagga 
accggaccca ttcacattgc tgagggcggc 
aacccacagc ctcccgggtc gccacattgc 
gtggggggca ggcagtgccc tggcacagtg 
catccagtaa ctcacagaat aaataggaaa 
cataatatgt ccaggtctga gtcctgcacg 
ttgacacccc ccaggggcgc ataatcggat 
aagccccaac ccccagcagc cgtccatttg 
agagagggct ctgctcagcc aaaggctatc 
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ccttgcaccc aagtcagttg atgtcatcat 
2520 

ttggcttctt cttcttgttg gaacctaggc 
2580 

atttcctttt cttggttttc cgtgactcag 
2640 

tttcactcgt cttggaggag cctgaatcag 
2700 

gaagccggct gatcagggcc tggctgtcag 
2760 

tctcgacctc tggaaggaca gccgagggcc 
2820 

gctcatctgt gtgctgtggg cagcgcaggg 
2880 

aaatcacccc acattgcgtg gttagcaggc 
2940 

agctgatccc agttgaattg ttatacttaa 
3000 

tgtgttttaa tgacttggat cttcgagggg 
3060 

gctttgggga aagggtaacg aaaaggggga 
3120 

gacaaagcag catcctcaaa ttcctactct 
3174 

<210> 58SO 
<211> 154 
<212 > PRT 

<213 > Homo sapiens 
<400> 5850 - 

Gly Ala Gly Lys Val Ala Ala Val 
1 5 

His Ser Val Pro Ala Tyr Pro Trp 
20 

Cys Thr Gin Thr Gly His Ala Gin 
35 40 

Gly Pro lie His lie Ala Glu Gly 
50 55 

Ser Ala Ser Asn Pro Gin Pro Pro 
65 70 

Gly Leu Ser Pro val Pro Gly Val 
85 

Val Pro Arg Val Arg Arg Pro Gly 
100 

Arg lie Asn Arg Lys Thr Ala Ser 
115 120^ 

Asn Met Ser Arg Ser Glu Ser Cys 
130 135 

Gin Arg Thr Leu Thr Pro Pro Arg 
145 150 

<210> 5851 
<211> 488 


agatgctggg cgtcgggggt gccggtggct 
cggaggcagt ccctaccagg ctcagatggg 
agctgttggt acctagaccc catccctgat 
agggtgagag gtcagaggag ccgtcccact 
tcatgtcaaa gctgtcatta tccagggagc 
cgagaaaata aatccgtacg gttcgcctct 
accttgtgca catcttcttg gtgtgttcag 
tgcgaagctc ctccggcccc agggtctcat 
aaggatccga attgctaagt tccccatttt 
aattggggtt ctggaatggg agataccata 
gccgagaacc cagggaagga aaaaagattt 
tcctccccag taggaggcct gtct 


Leu Asp Ala His Leu Ser Arg Gin 
10 IS 

Asp Trp Gly His Leu lie Arg Phe 
25 30 

Pro Cys Pro Ser Ala Pro Ser Thr 
45 

Gly Arg Gly Arg Pro Pro Pro Gly 
60 

Gly Ser Pro His Cys Pro Ser Ala 
75 80 
Gly Gly Arg Gin Cys Pro Gly Thr 
90 95 

Leu Ala Gly His Pro Val Thr His 
105 110 

Pro Pro Asn Leu Cys Pro Arg His 
125 

Thr Pro Arg Ser Arg Ala Pro Leu 
140 

Gly Ala 
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<212> DNA 

<213> Homo sapiens 
<400> 5851 

tttttttttt tatgaaaaaa gcagcaactc tttagtgatc atggaattaa tctgacagca 
60 

attaaatgtg tttaagcatc tggcatatct cctcaattgc accaaaagaa tttggaagca 
120 

cttggtttgg tctcaaaggc aaaaggaaag gacgaggaag gggccaggcc tcccgccagg 

l 80 

cccccgcccc cctcacattt ctgagtccgc atacatcccg ttgattaagt agtccacctg 
240 

ggtgtagtcc ttcttcttgt agctctcata ggcatctgtc ctgcttgtgt cctctgttgt 
300 

gacttccata gagttgaggt gggctgccga agtccctttg gtcaatgtga caggagaagc 
360 

tgctgccatg gttacatcct cagacgtttt attatcaact gtttccacag atgcattcct 
420 

cCtgactaat cccttccaca ttttgttagg gacaaagttg cctgggaggg ctgcggttcc 
480 

tgacgcgt 

488 

<210> 5852 
<211> 82 
<212> PRT 

<213 > Homo sapiens 


Leu Val Lys Arg Asn Ala Ser Val Glu 
5 10 

Glu Asp Val Thr Met Ala Ala Ala Ser 
25 

Thr Ser Ala Ala His Leu Asn Ser Met 
40 45 

Ser Arg Thr Asp Ala Tyr Glu Ser Tyr 
55 60 
Val Asp Tyr Leu lie Asn Gly Met Tyr 
70 75 


Thr Val Asp 
15 

Pro Val Thr 
30 

Glu Val Thr 

Lys Lys Lys 

Ala Asp Ser 
80 


<400> 5852 
Met Trp Lys Gly 
1 

Asn Lys Thr Ser 
20 

Leu Thr Lys Gly 
35 

Thr. Glu Asp Thr 
50 

Asp Tyr Thr Gin 
65 

Glu Met 


<210> 5853 
<211> 487 
<212> DNA 
<213 > Homo 

<400> 5853 
nacgcgtgaa 
60 

agacggtctc 

120 

tcaggcccag 

180 


sapiens 

gggaatggaa 

aagagggagg 

cagctccatg 


ggtgcagaga 

cccagcccgt 

gaggacgccg 


ccagagctga 

cccgcggccc 

gcgaggaccc 


gggaggcttc 

ctgacacccc 

caccacgttt 


aggggattao 

atcaggccgc 

gctgcccact 
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ctctgcccag tgacccccgt ctcttggcca ctgtgaccaa cgcatacctg ggcacacgag 
240 

tgtttcacga cacgctgcac gtgagcggcg tgtacaatgg ggctggcggg gacacgcacc 
300 

gggccatgct gcccagcccc ctcaacgtcc ggctggaggc ccccgcaggg atgggggagc 
360 

agctgaccga gaccttcgcc ctggacacca acacaggctc ctttcttcac accctggagg 
420 

gcccccgctt ccgggcctcc cagtgcatct atgcgcatcg cacgctgcac cacgtgctgg 
480 

ctttccg 

487 

<210> 5854 
< 211 > 68 
<212> PRT 

<213> Homo sapiens 
<400> 5854 

Arg Glu Trp Lys Val Gin Arg Pro Glu Leu Arg Glu Ala Ser Gly Asp 
1 5 10 15 

Tyr Arg Arg Ser Gin Glu Gly Gly Pro Ala Arg Pro Ala Ala Pro Asp 
20 25 30 

Thr Pro Ser Gly Arg Ser Gly Pro Ala Ala Pro Trp Arg Thr Pro Ala 
35 40 45 

Arg Thr Pro Pro Arg Leu Leu Pro Thr Leu Cys Pro Val Thr Pro Val 
50 55 60 

Ser Trp Pro Leu 
65 

<210> 5855 
<211> 362 
<212> DNA 

<213> Homo sapiens 
<400 > 5855 

gcgcgccagg ggcaggggag ggatggagcc agcgagggtc gggatagcga gcgagggtgg 
60 

gagggactcc gtaacagccc ctctgtgctc agcggatccc cttctagcag tccctccctc 
120 

tcctcccgac cctcccgcag gcacctgctg ggggctgtgg ggcccaaagc gggagggagt 
180 

taacgaggtt gttgcagaag tcctcctggc ggcacacgaa ggtgtaggag atcagggaga 
240 

ggccggggcc catccggtgc tcagtgacgc ggggctcctg gtccttggcc tccgtgcagc 
30° 

ccttggagag caccaggctc acttggggtc cgctctcaat gagcatcaac gtgtcctggc 

360 

an 

362 

<210> 5856 
<211> 113 
<212> PRT 
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<213> Homo sapiens 
<400> 5856 

Met Glu Pro Ala Arg Val Gly lie 

1 5 
Val Thr Ala Pro Leu Cys Ser Ala 
20 

Ser Pro Pro Asp Pro Pro Ala Gly 
35 40 

Lys Arg Glu Gly Val Asn Glu Val 
50 55 

His Glu Gly Val Gly Asp Gin Gly 
65 70 

Ser Asp Ala Gly Leu Leu Val Leu 
85 

His Gin Ala His Leu Gly Ser Ala 
100 

Ala 


Ala Ser Glu Gly Gly Arg Asp Ser 

10 15 

Asp Pro Leu Leu Ala Val Pro Pro 
25 30 

Thr Cys Trp Gly Leu Trp Gly Pro 
45 

Val Ala Glu Val Leu Leu Ala Ala 
60 

Glu Ala Gly Ala His Pro Val Leu 
75 80 
Gly Leu Arg Ala Ala Leu Gly Glu 
90 95 

Leu Asn Glu His Gin Arg Val Leu 
105 . HO 


<210> 5857 
<211> 1751 
< 2 1 2 > DNA 
<213> Homo sapiens 


<4 00 > 5857 

gggcggcgcc gagctgaggt ggtgagggac tagctcccgg atgtggagaa gctggggaga 
60 

aggcgtggga ggaagatgga ctcggtggag aagggggccg ccacctccg't ctccaacccg 
120 

cgggggcgac cgtcccgggg ccggccgccg aagctgcagc gcaactctcg^ cggcggccag 
180 

ggccgaggtg gggagaagcc cccgcacctg gcagccctaa ttctggcccg gggaggcagc 
240 

aaaggcatcc ccctgaagaa cattaagcac ctggcggggg tcccgctcat tggctgggtc 
300 

ctgcgtgcgg ccctggattc aggggccttc cagagtgtat gggtttcgac agaccatgat 
360 

gaaattgaga atgtggccaa acaatttggt gcacaagttc atcgaagaag ttctgaagtt 
420 

tcaaaagaca gctctacctc actagatgcc atcatagaat ttcttaatta tcataatgag 
480 

gttgacattg taggaaatat tcaagctact tctccatgtt tacatcctac tgatcttcaa 
540 

aaagttgcag aaatgattcg agaagaagga tatgattctg ttttctctgt tgtgagacgc 
600 

catcagtttc gatggagtga aattcagaaa ggagttcgtg aagtgaccga acctctgaat 
660 

ttaaatccag ctaaacggcc tcgtcgacaa gactgggatg gagaattata tgaaaatggc 


720 

tcattttatt ttgctaaaag acatttgata gagatgggtt acttgcaggg tggaaaaatg 
780 

gcatactacg aaatgcgagc tgaacatagt gtggatatag atgtggatat tgattggcct 
840 
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attgcagagc aaagagtatt aagatatggc tattttggca aagagaagct taaggaaata 
900 

aaacttttgg tttgcaatat tgatggatgt ctcaccaatg gccacattta tgtatcagga 
960 

gaccaaaaag aaataatatc ttatgatgta aaagatgcta ttgggataag tttattaaag 
1020 

aaaagtggta ttgaggtgag gctaatctca gaaagggcct gttcaaagca gacgctgtct 
1080 

tctttaaaac tggattgcaa aatggaagtc agtgtatcag acaagctagc agttgtagat 
1140 

gaatggagaa aagaaatggg cctgtgctgg aaagaagtgg catatcttgg aaatgaagtg 
1200 

tctgatgaag agtgcttgaa gagagtgggc ctaagtggcg ctcctgctga tgcctgttct 
1260 

actgcccaga aggctgttgg atacatttgc aaatgtaatg gtggccgtgg tgccatccga 
1320 

gaatttgcag agcacatttg cctactaatg gaaaaggtta ataattcatg ccaaaaatag 
1380 

aaattagcgt aatattgaga aaaaaatgat acagccttct tcagccagtt tgcttttatt 
1440 

tttgattaag taaattccat gttgtaatgt tacagagagt gtgatttggt ttgtgatata 
1500 

tatatattgt gctctacttt tctctttacg caagataatt atttagagac tgattacagt 
3.560 

ctttctcaga tttttagtaa atgcaagtaa gaacatcatc aaagttcact ttgtattgta 
1620 

ccctgtaaaa ctgtgtgttt gtgtgctttc aaagatgttg ggattttatt tatctgggga 
1680 

cagtgtgtat ggtaagacat gcccttctat taataaaact acatttctca aaaaaaaaaa 
1740 

aaaaaaaaaa a 
1751 

<210> 5858 
<211> 434 
<212> PRT 

<213 > Homo sapiens 
<40 0> 5858 

Met Asp Ser Val Glu Lys Gly Ala Ala Thr Ser Val Ser Asn Pro Arg 

1 5 10 15 

Gly Arg Pro Ser Arg Gly Arg Pro Pro Lys Leu Gin Arg Asn Ser Arg 
20 25 30 

Gly Gly Gin Gly Arg Gly Gly Glu Lys Pro Pro His Leu Ala Ala Leu 
35 40 45 

He Leu Ala Arg Gly Gly Ser Lys Gly lie Pro Leu Lys Asn lie Lys 
50 55 50 

His Leu Ala Gly Val Pro Leu lie Gly Trp Val Leu Arg Ala Ala Leu 

65 70 75 80 

Asp Ser Gly Ala Phe Gin Ser Val Trp Val Ser Thr Asp His Asp Glu 

85 90 95 

lie Glu Asn Val Ala Lys Gin Phe Gly Ala Gin Val His Arg Arg Ser 
100 105 HO 

Ser Glu Val Ser Lys Asp Ser Ser Thr Ser Leu Asp Ala lie lie Glu 
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115 





120 





125 




Phe 

Leu 

Asn 

Tyr 

His 

Asn 

Glu 

Val 

Asp 

lie 

Val 

Gly Asn 

lie 

Gin 

Ala 


130 





135 





140 





Thr 

Ser 

Pro 

Cys 

Leu 

His 

Pro 

Thr Asp 

Leu 

Gin 

Lys 

Val 

Ala 

Glu 

Met 

145 





150 





155 





160 

lie Arg 

Glu 

Glu 

Gly Tyr 

Asp 

Ser 

Val 

Phe 

Ser 

Val 

Val 

Arg 

Arg 

His 





165 





170 





175 


Gin 

Phe. 

Arg Trp 

Ser 

Glu 

lie 

Gin 

Lys 

Gly Val 

Arg 

Glu 

Val 

Thr 

Glu 




180 





185 





190 



Pro 

Leu 

Asn 

Leu 

Asn 

Pro 

Ala 

Lys 

Arg 

Pro Arg Arg 

Gin Asp 

Trp 

Asp 



195 





200 





205 




Gly Glu 

Leu Tyr 

Glu 

Asn 

Gly 

Ser 

Phe 

Tyr 

Phe 

Ala 

Lys Arg 

His 

Leu 


210 





215 





220 





He 

Glu 

Met 

Gly 

Tyr 

Leu 

Gin 

Gly Gly 

Lys 

Met 

Ala 

Tyr Tyr Glu 

Met 

225 





230 





235 





240 

Arg Ala 

Glu 

His 

Ser 

Val 

Asp 

lie 

Asp 

Val 

Asp 

lie Asp 

Trp 

Pro 

lie 





245 





250 





255 


Ala 

Glu 

Gin 

Arg 

Val 

Leu 

Arg 

Tyr Gly 

Tyr 

Phe Gly Lys 

Glu 

Lys 

Leu 




260 





265 





270 



Lys 

Glu 

lie 

Lys 

Leu 

Leu 

Val 

Cys 

Asn 

lie 

Asp Gly Cys 

Leu 

Thr 

Asn 


275 





280 





285 




Gly His 

He Tyr 

Val 

Ser Gly 

Asp 

Gin 

Lys 

Glu 

lie 

lie 

Ser 

Tyr 

Asp 


290 





295 





300 





Val 

Lys 

Asp 

Ala 

lie 

Gly lie 

Ser 

Leu 

Leu 

Lys 

Lys 

Ser Gly 

lie 

Glu 

305 





310 





315 





320 

Val 

Arg 

Leu 

lie 

Ser 

Glu Arg 

Ala 

Cys 

Ser 

Lys 

Gin 

Thr 

Leu 

Ser 

Ser 




325 





330 





335 


Leu 

Lys 

Leu 

Asp 

Cys 

Lys 

Met 

Glu 

Val 

Ser 

Val 

Ser 

Asp 

Lys 

Leu 

Ala 




340 





345 





350 



Val 

Val 

Asp 

Glu 

Trp Arg 

Lys 

Glu 

Met 

Gly Leu 

Cys 

Trp 

Lys 

Glu 

Val 



355 





360 





365 




Ala 

Tyr 

Leu Gly 

Asn 

Glu 

Val 

Ser 

Asp 

Glu 

Glu 

Cys 

Leu 

Lys 

Arg 

Val 


370 





375 





380 





Gly Leu 

Ser Gly 

Ala 

Pro 

Ala 

Asp Ala 

Cys 

Ser 

Thr 

Ala 

Gin Lys 

Ala 

385 





390 





395 





400 

Val 

Gly 

Tyr 

He 

Cys 

Lys 

Cys 

Asn Gly 

Gly Arg Gly Ala 

lie 

Arg 

Glu 





405 





410 





415 


Phe 

Ala 

Glu 

His 

lie 

Cys 

Leu 

Leu 

Met 

Glu 

Lys 

val 

Asn 

Asn 

Ser 

Cys 




420 





425 





430 




Gin Lys 


<210> 5859 

<211> 2267 

<212> DNA 

<213> Homo sapiens 

<400> 5859 

tttttttttt ttttttgaca gtagacaatg ttgttgttta tttaaaatgt ttactccaag 
60 

aaatatatat ataaaaaaaa taataagaca attacagcac taaaccaggc accttcgacc 
120 

aaatcacaac ctcctctttg attccccttc acgctaagcc tctttcaaat tctttttcct 
180 
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gagctggaag accagtcaga tgcccgcagg gtcagcgcca agcacattcc caaccgggca 

actgtgtacc tttctctagg agtgcacgac acccttcccc cacaactcct tgttttaaag 

gatttaaccc attaggaagc ccatgtttca atctaagcca gaaggagctg cgggacaagg 

cagtcttcac tttgaaggtc cctttcctgc tccagtccct gggctagggt tctagaagag 
420 

gctggctgcc acgtttacat gaggccaccg aagatctaag tccagctaag cccagggagg 

ctcctgcaaa ggctgggacc tcgggtgctg cgtcctcaac cctctcggtg accacggctc 
540 

aaaggagaga cctcaagggt gccaggagca caggtgcctg ggctgcattc caggaaagag 

acctgtccag ggaaacggat caggctgtcg catggaagct tacgtcagag atggtggttt 

tggggtgatt tggacaaatt aggttagttt agcaaagctc tgaagtagca gaagcttctc 

ccctggacta ctgattgaac acagaacaag agatgcgcgt ggcgtcagac taagtcttag 
780 

agagatgcag gccagtctcc tcccacaggg ccttgggact ggcaggacag acactgctac 
840 

atgccctcca agggcaggag tcacggtaag gagcgactgg ggtggaaaat agggaaaaaa 
gcaacaacaa ctacatcatt tttggcattt taacatggag acagtgacaa gtggtaacaa 


96 0 

agcaaaagaa 

1020 

cacactztaag 

1080 

aagcacccaa 

1140 

ctcttgggtc 

1200 

gcacacacgg 

1260 

tgctgacatg 

1320 

caaacgtgac 

1380 

ggcccgcacg 

1440 

cgaggctggc 

1500 

tggctggtcc 


aaaaaaaact 

ttctagtccc 

accagtccag 

caggcgagag 

cggcgagctc 

tgaggaaggg 

taaagggagc 

aggcaggatc 

acagaaaggg 

atctcttaat 


tgaagagacc 

atctccccca 

accctctgga 

gagggttccg 

gggcacttga 

gactctttgg 

tgggtcagca 

caggcggggg 

ctgatccttc 

tggcgagtgc 


aatatttaac 

taagcaccac 

aaccaagagc 

ggaaaggcac 

cggggacacg 

taatcccaac 

gaacggtacc 

ggagaaaaag 

ttgcaaggac 

gcgtgacaag 


tttcccatcc 

tgaactaaat 

cccagccaca 

ctcataactc 

ggtggcagtc 

tatttggtac 

ccgagtctca 

agaccaaagc 

tggagaatgc 

gctcagccct 


acccaagtct 

atctatttta 

gctgtcgcct 

actcagcgca 

acggcatccg 

tagagccaag 

gcaacaggat 

acaaggcgat 

acttgactgc 

ggctccacag 


1560 

ggagccacca 

1620 

cccatggttc 

1680 

aaatggctaa 

1740 

tcgcagccag 

1800 


agctgactca actgatacaa atgttcccac ctctgcccca cccccaagtc 
cacaatcacc tgattttcat ttggacctct ttaacagcta aagtagatat 
acacagatcc ccaatccccc accagggggg acacggccga ttctataatg 
aaggctgtgg gcgtacaggc agccaagggg agaaacagaa ccgacaccgg 
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cctaggccca cctgcaagaa aaagcggaga aggagtgacc cggatgcttc cgaagcacgc 
1860 

gagcgtgatt ttggatggag gcgggccggt gactgcctag ctgctgccgg ttcctgtaag 
1920 

ggacattttt tctgagtaaa tggcgattcc tcttccatgt ggcatctgct tggatcacga 
1980 

tgctaattgt aactggaaag gggtgttttg gggagtgtat tcaggagagg aagaaagaaa 

2040 „ 

aaacttaaaa aaaaaaaaaa aacctagatt gctcaaagtt tctgcctctt ttgtaggaa 

2100 

ggtaaatcaa ctatgagcaa gtattttaat tcaacattaa gggaaaaaaa aggactttgg 
2160 

aaagcataca gaaaaaaagg tagttaacgt tggatcatgt gtaaaacgga acctcaggga 
2220 

gtctaaacaa aaatgcacct tcggtcaact tttgcttttt taaattt 
2267 

<210> 5860 
<211> 96 
<212> PRT 

<213> Homo sapiens 
<400> 5860 

Met Glu Glu Glu Ser Pro Phe Thr Gin Lys Lys Cys 
1 5 10 

Pro Ala Ala Ala Arg Gin Ser Pro Ala Arg Leu His 
20 25 . 

Ser Arg Ala ser Glu Ala Ser Gly Ser Leu Leu Leu 
35 40 

Gin Met Gly Leu Gly Arg Cys Arg Phe Cys Phe Ser 
50 55 60 

Val Arg Pro Gin Pro Ser Gly Cys Asp lie lie Glu 
65 70 75 

Pro Leu Val Gly Asp Trp Gly Ser Val Phe Ser His 
85 90 


Pro Leu Gin Glu 
15 

Pro Lys Ser Arg 
30 

Arg Phe Phe Leu 
45 

Pro Trp Leu Pro 

Ser Ala Val Ser 
80 

Leu Tyr Leu Leu 
95 


<210> 5861 

<211> 1951 

<212> DNA 

<213> Homo sapiens 

<4 00> 5861 

ncaattgcag ctttctatgg cggcaagtcc attctcatca cgggggccac aggctttctg 
60 

ggcaaagtgc tgatggagaa gctgtttcgc accagcccag acctgaaagt catttacatc 
120 

cttgtgaggc ccaaggctgg ccagacactg cagcagaggg ttttccagat cctagacagt 
180 

aagctatttg agaaagtcaa agaagtttgt ccaaatgtgc atgagaagat cagagctatt 
240 

tatgcagatc tcaatcagaa tgactttgcc atcagcaaag aggacatgca ggagcttctc 
300 

tcctgtacaa acataatatt tcactgtgca gccactgtac gctttgacga cactctcaga 
360 
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catgctgtgc aacttaacgt 
420 

ccaaagctgg aagcctttat 
480 

atcgatgaag ttatctatcc 
540 

gagtggttag acgatgctat 
600 

aatatttata cctacaccaa 
660 

ctgaacattg ccatcataag 
720 

ggttgggttg ataatataaa 
780 

cttcgggcca taaaagctac 
840 

gtcaatctca tgctagctgt 
900 

gtctaccaca ttacatctgg 
960 

gtcttggcaa cctttgaaaa 
1020 

tttaccagca acagcttcac 
1080 

attatctatg actgctatct 
1140 

aatcggcttt taagaactgt 
1200 

agcacgtaca atacagaaat 
1260 

aactttgacg tgcgccagtt 
1320 

aaaaaatact tattgaaaga 
1380 

aggctccgaa atattcacta 
1440 

ctcattgcaa gatctcagat 
1500 

aaattcctct cctactttag 
1560 

gccttttatc tggaacctct 
1620 

gaaagtaaca aggaatatgc 
1680 

tccttaacta tgtattttta 
1740 

acctatattt tagggaaaaa 
1800 

gtattaaacg tgaaagtact 
1860 

gattcat.tta aactcagtaa 
1920 

cagtactaac cttggaacca 
1951 


cactgccacc cggcagctct 
acatatctct actgcctatt 
gtgccctgtg gagccaaaaa 
tattgacgag attacaccca 
ggccttggga gaaatggtgg 
gccctccatt gtgggagcaa 
tggacctaat ggaatcatta 
tccaatggct gtggcagacg 
aggatggtat actgcagttc 
taacatgaat ccctgcaatt 
aatcccattt gagagacctt 
atcacagtac tggaatgcgg 
gcggctcact ggaaggaagc 
ttccatgttg gagtatttca 
gctgatgtct gagctgagtc 
gaactggttg gaatacattg 
ggatatggct gggatcccaa 
cctctttaat actgccctct 
ggctcggaat gtctggttct 
agcatccagc acgctcaaag 
cagatacctc taaaacagca 
cc aaactgtc aaatgtcacc 
tttcagtgag agaaggaaag 
aatccaaatt gtttcctaac 
cccacttttc tatatttagt 
atatggaaag atgcatggca 
ttctgggtac c 


tgcttatggc tagtcagatg 
caaattgtaa cctgaagcac 
aaaaaatcat tgattccctt 
agctgatcag agattggccc 
tgcagcaaga gagcaggaac 
cttggcagga gcctttccca 
ttgcgactgg gaaagggttt 
taattccagt tgatacagtc 
acagacctaa gtcaacatta 
ggcacaaaat gggagtccaa 
tcaggaggcc aaatgctaat 
tcagccaccg ggcccctgcc 
ccaggatgac aaagctcatg 
tcaaccggag ttgggaatgg 
ctgaagacca gagagtattc 
aaaattatgt tttgggagtt 
aagcaaagca acgcttaaaa 
tccttatcgc ctggcgcctt 
tcattgtaag cttctgttat 
tttaagagca tttagccatc 
aactgtgatt ctcaagatta 
tgttatgtat tcgtccctat 
ttgtaaacta gcccatagtc 
attctatttt atgcccttgc 
ttttcctttc tctctgagat 
gaagctgaaa tgagctcaag 
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<210> 5862 
<211> 514 
<212> PRT 

<213> Homo sapiens 


<400> 5862 

Xaa He Ala Ala Phe Tyr Gly Gly 
1 5 

Thr Gly Phe Leu Gly Lys Val Leu 
20 

Pro Asp Leu Lys Val lie Tyr lie 
35 40 

Thr Leu Gin Gin Arg Val Phe Gin 
50 55 

Lys Val Lys Glu Val Cys Pro Asn 
65 70 

Tyr Ala Asp Leu Asn Gin Asn Asp 
85 

Gin Glu Leu Leu Ser Cys Thr Asn 
100 

Val Arg Phe Asp Asp Thr Leu Arg 
115 120 

Ala Thr Arg Gin Leu Leu Leu Met 
130 135 

Ala Phe lie His lie Ser Thr Ala 
145 ISO 

lie Asp Glu Val lie Tyr Pro Cys 
165 


Lys Ser lie Leu lie Thr Gly Ala 
10 15 

Met Glu Lys Leu Phe Arg Thr Ser 
25 30 

Leu Val Arg Pro Lys Ala Gly Gin 
45 

lie Leu Asp Ser Lys Leu Phe Glu 
60 

Val His Glu Lys lie Arg Ala lie 
75 80 

Phe Ala lie Ser Lys Glu Asp Met 
90 95 

lie lie Phe His Cys Ala Ala Thr 
105 HO 

His Ala Val Gin Leu Asn Val Thr 
125 

Ala Ser Gin Met Pro Lys Leu Glu 
140 

Tyr Ser Asn Cys Asn Leu Lys His 
155 160 

Pro Val Glu Pro Lys Lys Lys lie 
170 175 


lie Asp Ser Leu Glu Trp Leu Asp 
180 

Pro Lys Leu lie Arg Asp Trp Pro 
195 200 
Leu Gly Glu Met Val Val Gin Gin 
210 215 

lie lie Arg Pro Ser lie Val Gly 
225 230 

Gly Trp Val Asp Asn lie Asn Gly 
245 


Asp Ala lie lie Asp Glu lie Thr 
185 190 
Asn lie Tyr Thr Tyr Thr Lys Ala 
205 

Glu Ser Arg Asn Leu Asn lie Ala 
220 

Ala Thr Trp Gin Glu Pro Phe Pro 
235 240 

Pro Asn Gly lie lie He Ala Thr 
250 255 


Gly Lys Gly Phe Leu Arg Ala He 
260 

Asp Val lie Pro Val Asp Thr Val 
275 280 
Trp Tyr Thr Ala Val His Arg Pro 
290 295 

Thr Ser Gly Asn Met Asn Pro Cys 
305 310 
Val Leu Ala Thr Phe Glu Lys lie 


Lys Ala Thr Pro Met Ala Val Ala 
265 270 

Val Asn Leu Met Leu Ala Val Gly 
285 

Lys Ser Thr Leu Val Tyr His lie 
300 

Asn Trp His Lys Met Gly Val Gin 
315 320 

Pro Phe Glu Arg Pro Phe Arg Arg 


325 

Pro Asn Ala Asn Phe Thr Ser Asn Ser 
340 345 


330 335 

Phe Thr Ser Gin Tyr Trp Asn 
350 


Ala Val Ser His Arg Ala Pro Ala lie lie Tyr Asp Cys Tyr Leu Arg 
355 360 365 

Leu Thr Gly Arg Lys Pro Arg Met Thr Lys Leu Met Asn Arg Leu Leu 
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Arg 

370 

Thr 

Val Ser 

Met 

Leu 

375 

Glu 

Tyr 

385 

Ser 

Thr 

Tyr Asn 

Thr 

390 

Glu 

Met 

Leu 

Gin Arg 

Val Phe 

405 

Asn 

Phe 

Asp 

Val 

lie 

Glu 

420 
Asn Tyr 

Val 

Leu 

Gly 

Val 

Met 

Ala 

435 

Gly lie 

Pro 

Lys 

Ala 

440 

Lys 

lie 

450 

His 

Tyr Leu 

Phe 

Asn 

455 

Thr 

Ala 

465 

Leu 

lie 

Ala Arg 

Ser 

470 

Gin 

Met 

Ala 

Ser 

Phe 

Cys Tyr 

485 

Lys 

Phe 

Leu 

Ser 

Lys 

Val 

500 




- 


380 


Phe 

lie 

Asn 

Arg 

Ser 

Trp 

Glu Trp 



395 




400 

Met 

Ser 

Glu 

Leu 

Ser 

Pro 

Glu Asp 


410 





415 

Arg 

Gin 

Leu 

Asn 

Trp 

Leu 

Glu Tyr 

425 





430 


Lys 

Lys 

Tyr 

Leu 

Leu 

Lys 

Glu Asp 





445 



Gin 

Arg 

Leu 

Lys 

Arg 

Leu Arg Asn 




460 




Leu 

Phe 

Leu 

lie 

Ala 

Trp Arg Leu 



475 




480 

Arg 

Asn 

Val 

Trp 

Phe 

Phe 

lie Val 


490 





495 

Tyr 

Phe 

Arg 

Ala 

Ser 

Ser 

Thr Leu 

505 





510 



<210> 5863 

<211> 438 

<212 > DNA 

<213 > Homo sapiens 

<400> 5863 

acgcgtaggt gtgatcttgc tgtaataatg tcccctggca ggtaagattg ctgcagccaa 
60 

ggggtgttag aggaagatcc ttaaatactc ttcttggaac agaatttggg tctctaagca 
120 

agaagtgcca gtcttaacat tcactgtttg tgactgattt atagaaaaag gggctggatt 
130 

ctggtagccg ggggagccca gggtgaacac tgaggttcta ccctgttcta gtggttgctt 
240 

tgattgatac tcagccatga aagggacata gctcagatac tgacaaaaca gctttgtatt 
300 

tgagtgtgtt tgtccaactg gcaaggaaca gtctggggac aaacagtgcc ttatttggag 
360 

ttgcttattc ttctccccca tggagtgacc tcagataacc tttcccagct tggaaagacc 
420 

tgaatcagat tttgtaca 
438 

<210> 5864 
<211> 104 
<212> PRT 

<213> Homo sapiens 
<400> 5864 

Met Gly Glu Lys Asn Lys Gin Leu Gin lie Arg His Cys 
1 5 1° 

Asp Cys Ser Leu Pro Val Gly Gin Thr His Ser Asn Thr 
20 25 

Cys Gin Tyr Leu Ser Tyr Val Pro Phe Met Ala Glu Tyr 


Leu Ser Pro 
15 

Lys Leu Phe' 
30 

Gin Ser Lys 
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35 40 

Gin Pro Leu Glu Gin Gly Arg Thr 
50 55 

Gly Tyr Gin Asn Pro Ala Pro Phe 

65 70 

Asn Val Lys Thr Gly Thr Ser Cys 
85 

Glu Glu Tyr Leu Arg He Phe Leu 
100 


45 

Ser Val Phe Thr Leu Gly Ser Pro 
60 

Ser lie Asn Gin Ser Gin Thr Val 
75 80 

Leu Glu Thr Gin lie Leu Phe Gin 
90 95 


<210> 5865 
<211> 1229 
<212 > DNA 

<213 > Homo sapiens 
<400 > 5865 

nntccggaaa caggtgtggc 
60 

tttgatcttc ccccaacccc 
120 

aacaacccag gcatagtctt 
180 

attgaggagc ttctcgtgga 
240 

tggaggagat cgagggcttc 
300 

tcagtgacta agcaggccat 
360 

cattctgaga agcttaagac 
420 

catgacctac ctttgcaccc 
480 

ctggttcctc ctgctctccg 
540 

tcctcttgta ggaaggccaa 
600 

aaaggaaaga aattcagacc 
660 

ctgagcacat tgtggagcac 
720 

actgcacagc ctgaacagac 
780 

cacttccaag ctggcatctt 
840 

tgtgcctcca gcatatgaaa 
900 

ttcggaagac agctgtgcct 
960 

ggtcagctgt gccgagctgc 
1020 

gctatggccg gcccagagcc 
1080 

ctgggagatg ggccttcctg 
1140 


ccggggcata gacttccacc 
tgaggcctac atccatcgag 
aacctttgtg cttcccacgg 
gagaacaggg gccccattct 
cgctatcgct gcaggtgtcc 
tcgggaggca agattgaagg 
atactttgaa gacaacccta 
cgcagtggtg aagccccacc 
tggcctggta cgccctcaca 
gagagcaaag tcccagaacc 
cacagccaag ccctcctgag 
aggcttacac ccttcgtgga 
agttctgggg ccggcagtgc 
gccccttgac aacagaataa 
aggactattt gaatccccaa 
ggctctgtgg ctgcatgcag 
cccagccatg agaagagaag 
ttcctgccca gctcctgcag 
accgccagcc ttcctctccc 


atgtgtctgc tgtgctcaac 
ctggcaggac agcacgcgct 
agcagttcca cttaggcaag 
gctcccctac cagttccgga 
acccccagga tgccatgcgc 
agatcaagga agagcttctg 
gggacctcca gctgctgcgg 
tgggccatgt tcctgactac 
agaagcggaa gaagctgtct 
cactgcgcag cttcaagcac 
gttgttgggc ctctctggag 
caggcgaggc tctggtgctt 
tgggcccttt agctccttgg 
aaattttagc tgccccagtt 
aacatcagga gtcgggaaac 
tgcttcactt ggccagcaga 
cctgcccttg ctggcaggtg 
ccctgctgcc tgggatcagg 
cgagcacacg cacatgtaga 
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ttcgggggga agctgcctgc tcttccttag aggagccggg gcagctatct gctggtccct 
1200 

ttctgaacaa ctgttgatgt gtgaaaaaa 
1229 

<210> 5866 

< 211 > 212 

<212> PRT 

<213> Homo sapiens 


<400> 5866 

Xaa Pro Glu Thr Gly Val Ala Arg 

1 5 
Ala Val Leu Asn Phe Asp Leu Pro 
20 

Arg Ala Gly Arg Thr Ala Arg Ala 
35 40 

Phe Val Leu Pro Thr Glu Gin Phe 
50 55 

Leu Val Glu Arg Thr Gly Ala Pro 

65 70 

Trp Arg Arg Ser Arg Ala Ser Ala 
85 

Asp Ala Met Arg Ser Val Thr Lys 
100 

Lys Glu He Lys Glu Glu Leu Leu 
115 120 

Phe Glu Asp Asn Pro Arg Asp Leu 
130 135 

Leu His Pro Ala Val Val Lys Pro 
145 150 

Leu Val Pro Pro Ala Leu Arg Gly 
165 

Lys Lys Leu Ser Ser Ser Cys Arg 
180 

Asn Pro Leu Arg Ser Phe Lys His 

195 200 

Ala Lys Pro Ser 
210 


Gly lie Asp Phe His His Val Ser 

10 15 

Pro Thr Pro Glu Ala Tyr lie His 

25 30 

Asn Asn Pro Gly lie Val Leu Thr 
45 

His Leu Gly Lys lie Glu Glu Leu 
60 

Phe Cys Ser Pro Thr Ser Ser Gly 
75 80 

lie Ala Ala Gly Val His Pro Gin 
90 95 

Gin Ala lie Arg Glu Ala Arg Leu 
105 H° 

His Ser Glu Lys Leu Lys Thr Tyr 
125 

Gin Leu Leu Arg His Asp Leu Pro 
140 

His Leu Gly His Val Pro Asp Tyr 
155 150 

Leu Val Arg Pro His Lys Lys Arg 
170 l 75 

Lys Ala Lys Arg Ala Lys Ser Gin 
185 190 

Lys Gly Lys Lys Phe Arg Pro Thr 
205 


<210> 5867 
<211> 1882 
<212 > DNA 
<213 > Homo sapiens 

<400> 5867 

tcctatcgtg gtaccagaga tcttcctgcc atctgaggat gagtgtgggg acgtcctcgt 
60 

catgagaaag aactcatccc catcctccat taccacttat gagacctgcc agacctacga 
120 

gcgtcccatt gccttcactg cccgttccag gaagctctgg atcaacttca agacaagcga 
180 

ggccaacagc gcccgtggct tccagattcc ctatgttacc tatgatgagg actatgagca 
240 
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gctggtagaa gacattgtgc 
300 

tttaaaggac aagaagctca 
360 

cttcaagtac acagagaaac 
420 

ctccaaagtt tccagcttcc 
480 

ttttttaagc ccccagactc 
540 

gaactctctc ctctcttttt 
600 

ccctttctgt ctttctagtt 
660 

cccttttcta acacactacc 
720 

gtaaagaaac agtacagccc 
780 

tcagcttgga agggtgctag 
840 

ggaaagaagg gcttctgcca 
900 

cctggctctg ctccctaggg 
960 

tttacaggct taatgccagc 
1020 

cacatggcca gctttcttgt 
1080 

gtctactcca taagggttta 
1140 

tgaggaagag cagcaggcat 
1200 

actgtaactc tgcaggacag 
1260 

aagaaaaaat gtatcatcta 
1320 

ctaatccctt ttcttgtctt 
1380 

tgggggagcc ctactcccct 
1440 

cagcctaggc cttgccctac 
1500 

caccaaagag gaccccactc 


gagatggccg gctctatgcc 
tcaaggcctt ctttgaggtg 
acaaggagat gctgccaaaa 
tgaggcccta caaatagtaa 
cttagccctc agagccggca 
ggagggaaaa aaaaatatca 
tcctttcctt gtctctctct 
tagaaaagcc attcagtact 
cttccactgc ccattttacc 
aggcccatca aggaagtggg 
ttatagggtt gtgccttgct 
tgattctaac agcccagggt 
accagtcctc tggggcacat 
ctatacagat cctctctttc 
caaatggccc acaacactga 
tgtcatggtg aatgccccgc 
aaacaaggtt ttaaagcatt 
aaggtctaga cacagaacaa 
ccctggccca gccacctcct 
tgctacatgt tgtccttaaa 
agttgttttt cccttgtagc 
tgaagccagc ctggagccac 


tctgaaaacc accaggagat 
ctagcccacc cccagaacta 
tccttcatca agctgctccg 
ccctaggctc agagacccaa 
gccccctacc ctcagacaag 
ctacacaaac caggcactct 
gcctgcctct ctactgttcc 
ggctctagtc cccgtgagat 
agctcacatt cccgacccca 
tctggtggga aacggggagg 
agtcaggggc caaaatgtcc 
cctgccaaag aagcctttga 
ggtttgagct ctggacttcc 
tttccctacg tctgcctggg 
gttagtggac accggctaaa 
tgtagctccc tgagagaaag 
gccaaaaaaa agaaaacaga 
ttggaagtca acttcaaaca 
cagccccatg tgatgctccc 
catggttatt gacctgaagc 
cccagctggc ttgtgggctt 
ctacctctgg cctcaggctg 


aaggaatgtg tgtgcacttg gcgagcctcc tgcccaccct gtccacacct 
atcattttga gtctttctat gttgtctaga cggaggggtt tttgttttct 
tttgtttttg tttcttcttc ctctattagc aaaaccctat ttatagctgc 
agagtgtatg tttggagtgg aagaaaatcg gttttgaatc tcatgaacct 
agcatctgat ctgtctctat gccaccaccg gccacctaga gcccttggct 
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gtggtaatca catgggtaat tg 
1882 

<210> 5868 
<211> 131 
<2l2> PRT 

<213 > Homo sapiens 
<400> 5868 

Met Arg Lys Asn Ser Ser Pro Ser Ser lie Thr Thr 
5 1® 

Gin Thr Tyr Glu Arg Pro lie Ala Phe Thr Ala Arg 
20 25 

Trp He Asn Phe Lys Thr Ser Glu Ala Asn Ser Ala 
35 40 

lie Pro Tyr Val Thr Tyr Asp Glu Asp Tyr Glu Glr 
50 55 60 

lie Val Arg Asp Gly Arg Leu Tyr Ala Ser Glu Asr 
65 70 75 

Leu Lys Asp Lys Lys Leu lie Lys Ala Phe Phe Gli 
85 90 

Pro Gin Asn Tyr Phe Lys Tyr Thr Glu Lys His Ly£ 
10° 105 

Lys Ser Phe lie Lys Leu Leu Arg Ser Lys Val Se] 
115 120 

Pro Tyr Lys 
130 

<2 10> 5869 
<211> 910 
<212> DNA 

<213 > Homo sapiens 


45 


Glu 

Thr 

Cys 

Arg 

15 

Lys 

Leu 

30 



Gly 

Phe 

Gin 

Val 

Glu Asp 

Gin 

Glu 

lie 

Leu 

Ala 

80 

His 

Met 

95 

Leu 

Pro 

110 

Phe 

Leu 

Arg 


125 


<400> 5869 

tgatcagtac aaagcacaag aatttcccct catctgctat 
60 

tctaggggct cacaggccac aggctaacct ggtggctcct 
120 

aagaaactca ccctgacgaa gctcgcccat tagtgactgc 
180 

tggtattccg tgatattcaa atactaaaat acatgagttt 
240 

ttatttcatt atttcaacat ttaaaaaatt gcaagtctat 
300 

aagacaaacg gatgggttgg cttcaagtct agactcgcct 
360 

agaatcatcg cagatcacaa caggcagcct tctaattatg 
420 

cagggtaatt cccactctgg ttcaaacagg tttgcatggt 
480 

cgtatttggg tctgcggcaa acctttttag ttgtgccata 
540 

aggctgtctt ccatattcct gccaagaacc aaactcatca 
600 


aggaggtttc 

ggcagccatc 

aatttctgtt 

ttattggtgt 

gactcaatga 

tcagagtctg 

catcacgaag 

cgtcacatcc 

gaccaggttt 

ctccagtacc 


tctcctccct 

ttgggactga 

tttagagttt 

aattccatca 

ttccacagaa 

tcttctccag 

cttctaccca 

tggggagaca 

ttccgaacga 

aaatccagtc 
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agtggtgagg atgaagtgtg gaggtttggt gacagaggag gccgtggaga ggcggcgagc 

ctgggtagca ccgtaagtca tggcgttaaa gttcagacaa tgagagtgaa aggtactggc 

720 ^ 

tgactcagag cacaggatcc tttctatttt gggattgcaa tatgcctctt caataagttc 

780 

catgttgtcc aaatcctccc atttgcctct atccaagaat tgccatcgat acggcaaatg 
840 

gaaatgaact ctatggcact tatcttgaaa gctacaactt ttccggatat ggtacaaaca 
900 

gatctgatca 

910 

<210> 5870 

<211> 129 

<212> PRT 

<213 > Homo sapiens 

<400> 5870 

Met He Pro Gin Lys Arg Gin Thr Asp Gly Leu Ala Ser Ser Leu Asp 

1 5 10 15 
Ser Pro Ser Glu Ser Val Phe Ser Arg Glu Ser Ser Gin lie Thr Thr 
20 25 30 

Gly Ser Leu Leu lie Met His His Glu Ala Ser Thr His Arg Val lie 
35 40 45 

Pro Thr Leu Val Gin Thr Gly Leu His Gly Arg His lie Leu Gly Arg 
50 55 60 

His Val Phe Gly Ser Ala Ala Asn Leu Phe Ser Cys Ala lie Asp Gin 
65 75 80 

Val Phe Pro Asn Glu Gly Cys Leu Pro Tyr Ser Cys Gin Glu Pro Asn 
85 90 95 

Ser Ser Leu Gin Tyr Gin lie Gin Ser Val Val Arg Met Lys Cys Gly 

100 105 110 

Gly Leu Val Thr Glu Glu Ala Val Glu Arg Arg Arg Ala Trp Val Ala 
115 120 125 

Pro 


<210> 5871 

<211> 2217 

<212> DNA 

<213 > Homo sapiens 


<400> 5871 
ntanatttct 
60 

ttgttctcat 

120 

tagtcattca 

180 

taaattattt 

240 

attaaataat 

300 


ctctaaacac tgcctnagct 
tggtttcaaa taacttgttt 
ggagcaagtt gttcagtttc 
ctactacttc tttgcacccc 
aattggactc tagtaatttt 


gcatcccata gattgtggta cattttgtct 
atttctgtct taattgcatt gtttacccag 
catatagatt ctgtgtgttt tagtcttgct 
tttgctagtt ttctcagtgc cgtagggttt 
ttttaatgag agagagggaa actatatttg 
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aaattggatt gggacattta ttttacttaa 
360 

atgggatata tcttatctat agtgtatcca 
420 

gccattattt tgctgtaagt actttatcat 
480 

agaatggaat tctctttgat gcaacttttt 
540 

cctgtggtag ttgagaaatc caacagttat 
600 

cattcacaca gttacattgg tttgccctat 
660 

ccgacacctc cggcttcccc tcctccatca 
720 

tttaccactc ctaattttga tgaaacttcc 
780 

ggaagttatg gtactgatgt aaccaggtgc 
840 

atgatctgtt gtgacaaatg cagcgtttgg 
900 

cagcatattc ctgatacata tctatgtgaa 
960 

agggcagtgc tactacaacg ccggaaaagg 
1020 

actgagagtg gtgatgaggt tcctgtggaa 
1080 

tcaattactt taactgcttc aagagtttcc 
1140 

ggggagaaag aacaacacat ttcaaaatgt 
1200 

tcatcaagag ttaagggttc agctccagag 
1260 

ggatgggaga caaagatcaa agcatggatg 
1320 

tacagtgagg gtgttcagag ggaggcacaa 
1380 

gacaaaaaag agatgaataa atccgatttg 
1440 

gtagagagcc atatacaaaa gaataagaaa 
1500 

gatgcactta tcattgaata cagagggaag 
1560 

gggtatttct ttaaaagacc ataccctttt 
1620 

gaaatgtgtg ttgatgcaag gacttttggg 
1680 

acacccaatg cagaggtgag gcatgaaatt 
1740 

tctatacaca gtattccaaa gggaactgaa 
1800 

aattgtaagt acaaggtgga ctgtgcatgc 
1860 

aaacgtagtt ctgaatccat ggaaaatatc 
1920 


acagaagttt gcttatgaca cataatctag 
cctgctgtaa gtagatactg tatttgtata 
tttaattaaa ttgattaaga ggaaaaaaaa 
ccccccagac cagaatccgt agaagctagc 
ccccaccagt tatataccag cagctcacat 
gcggaccata attatggtgc tcgtcctcct 
gtccttatta gcaaaaatga agtaggcata 
agtgctacta caatcagcac atctgaggat 
atatgtggtt ttacacatga tgatggatac 
caacatattg actgcatggg gattgatagg 
cgttgtcagc ctaggaattt ggataaagag 
gaaaatatgt cagatggtga taccagtgca 
ttatatactg catttcagca tactccaaca 
aaagttaatg ataaaagaag gaaaaaaagc 
aaaaaggcat, ttcgtgaagg atctaggaag 
attgatcctt catctgatgg ttcaaatttt 
gatcgatatg aagaagcaaa taacaaccag 
agaatagctc tgagattagg caatggaaat 
aataccaaca atttgctctt caaacctcct 
attcttaaat ctgcaaaaga tttgcctcct 
tttatgctga gagaacagtt tgaagcaaat 
gtgttattct actctaaatt tcatgggcta 
aatgaggctc gattcatcag gcggtcttgt 
caagatggaa ccatacatct ttatatttat 
attactattg cctttgattt tgactatgga 
ctcaaagaaa acccagagtg ccctgttcta 
aatagtggtt atgagaccag acggaaaaaa 
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ggaaaaaaag acaaagatat 
1980 

gattgtgaag gaacgaccaa 
2040 

ccactgagac tatcagtatc 
2100 

aaaactccta ttagtaatga 
2160 

aggaagatga caagagaaga 
2217 


ttcaaaagaa aaagatacac 
caaaatgaag agcccagaaa 
aaataatcag gaaccagatt 
agtagaaatg gaatcagagg 
aagaaaaatg gaagcaattt 


aaaatcagaa tattactttg 
ctaaacaaag aaagctttct 
ttattgatga tatagaagaa 
agcagattgc agaaaggaaa 
tgcaagcttt tgccggc 


<210> 5872 
<2 11> 578 
< 212 > PRT 

<213> Homo sapiens 


<400> 5872 

Met Glu Phe Ser Leu Met Gin Leu 
1 5 

Glu Ala Ser Pro Val Val Val Glu 
20 

Leu Tyr Thr Ser Ser Ser His His 
35 40 

Tyr Ala Asp His Asn Tyr Gly Ala 
50 55 

Ser Pro Pro Pro Ser Val Leu lie 
65 70 

Thr Thr Pro Asn Phe Asp Glu Thr 
85 

Ser Glu Asp Gly Ser Tyr Gly Thr 
100 

Phe Thr His Asp Asp Gly Tyr Met 
115 120 

Trp Gin His lie Asp Cys Met Gly 
130 135 

Thr Tyr Leu Cys Glu Arg Cys Gin 
145 , 150 

Ala Val Leu Leu Gin Arg Arg Lys 
165 

Thr Ser Ala Thr Glu Ser Gly Asp 
180 

Ala Phe Gin His Thr Pro Thr Ser 
195 200 

Ser Lys Val Asn Asp Lys Arg Arg 
210 215 

His lie Ser Lys Cys Lys Lys Ala 
225 230 

Ser Arg Val Lys Gly Ser Ala Pro 
245 


Phe Pro Pro Arg Pro Glu Ser Val 
10 15 

Lys Ser Asn Ser Tyr Pro His Gin 
25 30 
Ser His Ser Tyr lie Gly Leu Pro 
45 

Arg Pro Pro Pro Thr Pro Pro Ala 
60 

Ser Lys Asn Glu Val Gly lie Phe 
75 80 
Ser Ser Ala Thr Thr He Ser Thr 
90 95 

Asp Val Thr Arg Cys lie Cys Gly 
105 HO 

lie Cys Cys Asp Lys Cys Ser Val 
125 

lie Asp Arg Gin His lie Pro Asp 
140 

Pro Arg Asn Leu Asp Lys Glu Arg 
155 150 

Arg Glu Asn Met Ser Asp Gly Asp 
170 175 

Glu Val Pro Val Glu Leu Tyr Thr 
185 190 

lie Thr Leu Thr Ala Ser Arg Val 
205 

Lys Lys Ser Gly Glu Lys Glu Gin 
220 

Phe Arg Glu Gly Ser Arg Lys Ser 
235 240 

Glu lie Asp Pro Ser Ser Asp Gly 
250 255 


Ser Asn Phe Gly Trp Glu Thr Lys lie Lys Ala Trp Met Asp Arg Tyr 
260 265 270 

Glu Glu Ala Asn Asn Asn Gin Tyr Ser Glu Gly Val Gin Arg Glu Ala 
275 280 285 

Gin Arg lie Ala Leu Arg Leu Gly Asn Gly Asn Asp Lys Lys Glu Met 
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290 





295 


Asn 

Lys 

Ser Asp 

Leu 

Asn 

Thr 

Asn 

305 





310 



Glu 

Ser 

His 

lie 

Gin 

Lys 

Asn 

Lys 





325 




Leu 

Pro 

Pro Asp 

Ala 

Leu 

lie 

lie 




340 





Arg 

Glu 

Gin 

Phe 

Glu 

Ala 

Asn 

Gly 



355 





360 

Phe 

Val 

Leu 

Phe 

Tyr 

Ser 

Lys 

Phe 


370 





375 


Ala Arg 

Thr 

Phe 

Gly 

Asn 

Glu 

Ala 

385 





390 



Pro 

Asn 

Ala 

Glu 

val 

Arg 

His 

Glu 





405 




Tyr 

lie 

Tyr 

Ser 

lie 

His 

Ser 

lie 




420 





Ala 

Phe. 

Asp 

Phe 

Asp 

Tyr 

Gly 

Asn 



435 





440 

Cys 

Leu 

Lys 

Glu 

Asn 

Pro 

Glu 

Cys 


450 





455 


Ser 

Met 

Glu 

Asn 

lie 

Asn 

Ser 

Gly 

465 





470 



Lys 

Lys 

Asp 

Lys 

Asp 

lie 

Ser 

Lys 





485 




lie 

Thr 

Leu Asp 

Cys 

Glu 

Gly 

Thr 




500 





Thr 

Lys 

Gin Arg 

Lys 

Leu 

Ser 

Pro 



515 





520 

Gin 

Glu 

Pro Asp 

Phe 

lie 

Asp 

ASp 


530 





535 


Asn 

Glu 

Val 

Glu 

Met 

Glu 

Ser 

Glu 

545 





550 



Lys 

Met 

Thr Arg 

Glu 

Glu 

Arg 

Lys 





565 





Ala Gly 


300 

Asn Leu Leu Phe Lys Pro Pro Val 
315 320 

Lys lie Leu Lys Ser Ala Lys Asp 
330 335 

Glu Tyr Arg Gly Lys Phe Met Leu 
345 350 

Tyr Phe Phe Lys Arg Pro Tyr Pro 
365 

His Gly Leu Glu Met Cys Val Asp 
380 

Arg Phe He Arg Arg Ser Cys Thr 
395 400 

lie Gin Asp Gly Thr lie His Leu 
410 415 

Pro Lys Gly Thr Glu lie Thr lie 
425 430 

Cys Lys Tyr Lys Val Asp Cys Ala 
445 

Pro Val Leu Lys Arg Ser Ser Glu 
460 

Tyr Glu Thr Arg Arg Lys Lys Gly 
475 480 

Glu Lys Asp Thr Gin Asn Gin Asn 
490 495 

Thr Asn Lys Met Lys Ser Pro Glu 
505 510 

Leu Arg Leu Ser Val Ser Asn Asn 
525 

lie Glu Glu Lys Thr Pro lie Ser 
540 

Glu Gin lie Ala Glu Arg Lys Arg 
555 560 

Met Glu Ala lie Leu Gin Ala Phe 
570 575 


<210> 5873 

<211> 3463 

<212> DNA 

<213> Homo sapiens 


<4 00> 5873 
nccgcagtcc 
60 

atctcttctt 

120 

cccgtcatgc 

180 

gaaatcattg 

240 

agccgcttta 

300 


tcttccgggt 

ttttccacct 

caaagaggaa 

tccccaagaa 

aaggcaaaca 


gatggcggcc 

cgccttccgc 

agtgaccttc 

gaagctggtg 

ctctttggat 


gggtgcoocg 

ggattcccag 

caaggcgtgg 

gaccctgtgc 

agcgatgagg 


gatgtagccc 

cttgagaaac 

gagatgagga 

ctgggtcagg 

aggaggatga 


tggogoaago 

acctctttgc 

ggatgaggat 

gggtcctggg 

tgatgatggg 
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gggtccagca aatatgacat 
360 

ctccccagcg aggggggtgt 
420 

ggccactttg atgccgatgg 
480 

tggctggaca acattgactg 
540 

tcagactcgg aggaggagga 
600 

gagggacttt tggagctcct 
66.0 

ggggcccgag gaggaggcaa 
720 

ctggaccggc tctccgggtt 
780 

caggaaacaa gggaacggtt 
840 

ccccacaatc ccacaccccc 
900 

gaactggaga ccccaacccc 
960 

gtggatgtga tgtgggaata 
1020 

ttcaccagcg cccagatgca 
1080 

tgccggaagc tggacccccc 
1140 

ctctacacct gagcctgctg 
1200 

gaggaggcac caagtgtctc 
1260 

cctttcccaa taaaagcctt 
1320 

gccaggggcc ttctccacag 
1380 

gatccttctt ggaggtgcct 
1440 

cgtgtaaaca cccccaactg 
1500 

ctcttaggtc tttggctttc 
1560 

gagccccaga agtggatgtt 
1620 

ccctgttggg ggtgagcatg 
1680 

atgctgggca gaagtgggat 
1740 

gtgtcttccc taatctggct 
1800 

agtgcaaact cagtggccaa 
1860 

agtgactcac tggagatcac 
1920 


cttggcctca gaggatgtag 
tcggatcaca ccctttaacc 
caactacttc ctgaaccggg 
ggtgaagatc cgggagcggc 
cagcttgggc cagacctcaa 
attgcctaga gagacagtgg 
agggagaaag gggcctgggc 
ggccgaccag atggtggccc 
ggctatgcgt ctgaagggtt 
accctccctg gacatgttcg 
tacccagaga ggagaagcag 
taagtgggag aacacggggg 
gacctgggtg agtgaaggct 
tggtggtcag ttctacaact 
ggggcccagt ttggtgggcc 
aggcagcgag gaaattggag 
tagttgtgta ctggggcctt 
tccctttgga cttgtcttgg 
gtcaggtatc ctgtggcctc 
cgctgctctg tgctcctctc 
aggacctcag attctttatc 
ttaggcccag aaggaccagg 
gaaccctctt actctcgctt 
gagtggccca agaccgagat 
ttcctctatc cttgccgtcg 
gtgtgggcca agtgtgcatt 
aggaatcaaa gggctggccc 


aaggtcagga ggcagccaca 
tgcaggagga gatggaggaa 
atgctcagat ccgagacagc 
cacctggcca gcgccaggcc 
tgagtgccca agccctcttg 
ctggqgcact gaggcgtctg 
aacccagttc ccctcagcgc 
ggggcaacct tggtgtgtac 
tggggtgtca gaccctagga 
ctgaggagtt ggcggaggag 
agtcgcgggg agatggtctg 
atgccgagct gtatgggccc 
acttcccgga cggtgtttat 
ccaaacgcat tgactttgac 
cttctttcct ggactttgtg 
gccatttttc agtcaatttc 
ggctgtgctg atggccagaa 
tccctgagta ctcccatgaa 
cctgcctgga ctctgcttgc 
ccaggtttct tgttcgattc 
cttgtagcca ccagaggaca 
gcatcgagaa gacattggga 
caccctctca agctccttag 
ccctaaggtt ctgagagcca 
ttcccacagc ccttcagtga 
gtactggcac agagaggggc 
agacccagtg ggctcctttc 
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ccagaccttt 

1980 

cttggcacaa 

agcctttgct 

gcctggcctt 

ggaggccctg 

cggcctacat 

tctctggacc 

2040 

ccactatgtg 

cctggcacag 

ggctagtgcc 

ttgaggaaac 

tgaggtagct 

gggttggtcc 

2100 

ccttccagga 

attcagagtc 

tggtggcagg 

ggcatgggaa 

atagacagat 

gtaattctat 

2160 

agcctggcgc 

ctggcaccct 

ccacctccac 

gccccaccag 

cattgcctta 

cgcctccctt 

2220 

gccccacgtt 

agatggtttc 

ttccggtttt 

gcactctggc 

tgccccttgg 

agtctcctgg 

2280 

ggagctgtaa 

tatctctttg 

gagattcaga 

ttgagctggt 

ctaggttgtg 

gcccaggcat 

2340 

tgggcatttt 

ggaagccccc 

aggtgttttc 

agcttgcagc 

caggccgagg 

gagagcccct 

2400 

gagtcagatc 

cccatggttt 

aggcacacct 

agcgggaggg 

gtggctcctg 

gaccccaccg 

2460 

tggttggaga 

gctgagcatg 

tgtgtggctt 

tagtggggtc 

tgttagttat 

gggggtctgg 

2520 

gcactggagc 

tgcaggacac 

ttgggatccc 

aggtcagaaa 

gggccagatg 

agcaactagg 

2580 

aaagacttgg 

gggccagggc 

ggagtggggt 

cacctgacac 

tcttgtgagg 

ccccttctag 

2640 

tgcctgctca 

caccggaatt 

tcattcactc 

caagaagcca 

tcaggggtaa 

gataccttcc 

2700 

tttaaacgtc 

actaagaaag 

aagaggcctg 

ccggtgacac 

agtaagatgc 

cattgatcta 

2760 

aagatgcgtc 

ttgatttcag 

aaaggtccgg 

aagtggaaag 

caggtttcag 

ggctgctgag 

2820 

gtacagggtt 

ctcctgtagg 

ccccagggat 

ggtctcaggg 

gtgctgagtg 

cgtgcgtggt 

2880 

aaatggatgg 

agcccagggg 

cgcctcctgc 

cagtgtcctc 

caggcactca 

aacctagccc 

2940 

ttctgaagcc 

gacctcacgt 

gacctcacag 

cccctcctga 

aggcgcctca 

ctgatgacgg 

3000 

tgggtggaat 

aacagccccc 

agagatgtcc 

aggtttggaa 

ccccaggacg 

tgggaaagtg 

3060 

ttaccttgcg 

tggcaaaagg 

gacccggcgc 

ctgtgcttca 

gttcaggatt 

tcgtggtggg 

3120 

gagatgaccg 

tggatggttg 

aggtgggccc 

tgagtaatca 

tgggggccct 

tataagggaa 

3180 

ggggagtcac 

gagggtctgc 

gcatgaagca 

aggaagcttc 

tggctgtgaa 

gatggcaaga 

3240 

aggcctgggg 

ccaggcgatg 

aggtggcccc 

tggaggagct 

ggaaaaggca 

ttggattctg 

3300 

ccccagagcc 

tccgtggaga 

aacaaagccg 

cactgacaag 

acttcagcct 

ggtgaaaacc 

3360 

attttggact 

cctgacctct 

agaactgaac 

caagccggag 

acctggacat 

gcccagctcc 

3420 

tcctgatgcc 

aagacctgag 

aggagtttct 

cccaaggatg 

gatttcaaga 

cggagtctcg 

3463 

<210> 5874 

ctctgtctcc 

caggctgaag 

tgcagtggcg 

cgc 
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<211> 341 
<212 > PRT 

<213 > Homo sapiens 


<400> 5874 


Met 

Pro 

Lys 

Arg Lys 

Val 

Thr Phe 

Gin 

Gly 

Val 

Gly 

Asp 

Glu 

Glu Asp 

1 




5 




10 





15 


Glu Asp 

Glu 

lie 

lie 

Val 

Pro Lys 

Lys 

Lys 

Leu 

Val 

Asp 

Pro 

Val 

Pro 




20 




25 





30 



Gly 

Ser 

Gly 

Gly 

Pro Gly 

Ser Arg 

Phe 

Lys 

Gly 

Lys 

His 

Ser 

Leu Asp 



35 




40 





45 




Ser 

Asp 

Glu 

Glu 

Glu Asp 

Asp Asp 

Asp 

Gly 

Gly 

Ser 

Ser 

Lys 

Tyr Asp 


50 





55 




60 





He 

Leu 

Ala 

Ser 

Glu Asp 

Val Glu 

Gly 

Gin 

Glu 

Ala 

Ala 

Thr 

Leu 

Pro 

65 





70 




75 





80 

Ser 

Glu 

Gly 

Gly Val 

Arg 

lie Thr 

Pro 

Phe 

Asn 

Leu 

Gin 

Glu 

Glu 

Met 




85 




90 





95 


Glu 

Glu 

Gly 

His 

Phe 

Asp 

Ala Asp 

Gly 

Asn 

Tyr 

Phe 

Leu 

Asn 

Arg 

Asp 




100 




105 





110 



Ala 

Gin 

lie 

Arg Asp 

Ser 

Trp Leu 

Asp 

Asn 

lie 

Asp 

Trp 

Val 

Lys 

lie 



115 




120 





125 




Arg 

Glu 

Arg 

Pro 

Pro Gly 

Gin Arg 

Gin 

Ala 

Ser 

Asp 

Ser 

Glu 

Glu 

Glu 


130 





135 




140 





Asp 

Ser 

Leu 

Gly Gin 

Thr 

Ser Met 

Ser 

Ala 

Gin 

Ala 

Leu 

Leu 

Glu Gly 

145 





150 




155 





160 

Leu 

Leu 

Glu 

Leu 

Leu 

Leu 

Pro Arg 

Glu 

Thr 

Val 

Ala 

Gly 

Ala 

Leu Arg 





165 




170 





175 


Arg 

Leu 

Gly 

Ala 

Arg 

Gly 

Gly Gly 

Lys 

Gly 

Arg 

Lys 

Gly 

Pro 

Gly Gin 




180 




185 





190 



Pro 

Ser 

Ser 

Pro 

Gin Arg 

Leu Asp 

Arg 

Leu 

Ser 

Gly 

Leu 

Ala 

Asp 

Gin 



195 




200 





205 




Met 

Val 

Ala 

Arg 

Gly 

Asn 

Leu Gly 

Val 

Tyr 

Gin 

Glu 

Thr 

Arg 

Glu 

Arg 


210 





215 




220 





Leu 

Ala 

Met 

Arg 

Leu 

Lys 

Gly Leu 

Gly 

Cys 

Gin 

Thr 

Leu 

Gly 

Pro 

His 

225 





230 




235 





240 

Asn 

Pro 

Thr 

Pro 

Pro 

Pro 

Ser Leu 

Asp 

Met 

Phe 

Ala 

Glu 

Glu 

Leu 

Ala 





245 




250 





255 


Glu 

Glu 

Glu 

Leu 

Glu 

Thr 

Pro Thr 

Pro 

Thr 

Gin 

Arg 

Gly 

Glu 

Ala 

Glu 




260 




265 





270 



Ser Arg 

Gly 

Asp Gly 

Leu 

Val Asp 

Val 

Met 

Trp 

Glu 

Tyr 

Lys 

Trp 

Glu 



275 




280 





285 




Asn 

Thr 

Gly 

Asp Ala 

Glu 

Leu Tyr 

Gly 

Pro 

Phe 

Thr 

Ser 

Ala 

Gin 

Met 


290 





295 




300 





Gin 

Thr 

Trp 

Val 

Ser 

Glu 

Gly Tyr 

Phe 

Pro 

Asp 

Gly 

Val 

Tyr 

Cys 

Arg 

305 





310 




315 





320 

Lys 

Leu 

Asp 

Pro 

Pro Gly 

Gly Gin 

Phe 

Tyr 

Asn 

Ser 

Lys 

Arg 

lie 

Asp 





325 




330 

. 




335 



Phe Asp Leu Tyr Thr 
340 


<2 10> 5875 

<211> 5933 

<212> DNA 

<213 > Homo sapiens 
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< 400 > 5875 

cttaccattc accttcctgc agcagtgctg 
60 ' 

ncttttcttg caacctgccc ttcctcagtg 
120 

atgctacctt tgtccactcc tgttgtcaca 
180 

gtaaaagccg aagtagcttc tgctgtctgc 
240 

acattaggcc tttcacaaat taaattattg 
300 

gcaacagtta ataatccatt ccttccatct 
360 

tggttacggt tattacatca ttgccttact 
420 

agtgcagctg cacctactgc taatctgctg 
480 

tactgtggaa tgcattcacc caacatcgag 
540 

actagaattg gcctgaagct catagacatt 
600 

gatcctacag atttgaatag tcctttactt 
660 

tctacgatag atattcttta ccagcttgga 
720 

attcaggcct tgttaaaatg ggttagtgat 
780 

ggcaggatga actacatgtg tcctaact cc 
840 

tctccttctc atttgcactg tgtagcagcc 
900 

gaatatgact taccagcact cctggaccaa 
960 

atgtctcttc cctgcaatat ggttttgaag 
1020 

tgtcacgtac acccaaacta tttttctttg 
1080 

ccagtgcaat gtcatcatag actgtccatg 
1140 

tcatctttaa cagatgactc taaaaatgca 
1200 

ttggctaccc ttgcttcctc ttctcaatct 
1260 

ggtttgcctt ctcttcttgt gaggagtctg 
1320 

tcagaaagca ttgcccagtc aatagatatt 
1380 

ccacaacaat gtaataagat gcctatcaca 
1440 

ttgacagaag ttggcaatag ccatattatg 
1500 

ccactatgga cagcacttct gtttttattg 
1560 


cttaaggaga tacatatcca gcctcatctg 
tctgttgaag taagtgcaga tggggtaaat 
agtggcctca cctacataaa aattcagctt 
cttagactac atcgtccacg ggatgccagc 
gggctcactg cttttggtac cacctcttct 
gaagatcagg tatccaaaac aagtattgga 
cacataagtg atctagaagg aatgatggca 
cagacttgtg cggccttatt gatgtcacct 
gttgtgcttg taaagatagg actgcagtct 
ctcctgagaa attgtgcagc atcaggcagt 
tttggaagac taaatggact ctcttctgac 
acaactcagg atcctggtac aaaagacaga 
tctgcaagag tggctgctat gaagagaagt 
tcaacagtag agtatggtct tctgatgcca 
attctgtggc atagttatga gctgcttgta 
gagctctttg agttactttt taattggtcc 
aaagctgttg acagtctact ttgctcaatg 
ctcatgggct ggatgggaat tacccctcct 
acagatgata gcaaaaagca ggatcttagt 
caagcacctc tcgcattaac tgaatcacat 
cctgaagcta ttaaacaatt actagactca 
gctagtttct gctttagcca catttctagc 
tcccaggaca aactcaggcg ccatcatgtc 
gccgacctag ttgctcctat tcttaggttt 
aaagattggc ttggtggttc tgaagtcaat 
tgtcactctg ggtccacttc tggaagccat 
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aatttaggtg cacaacagac 
1620 

ggactgacta ctcaacagcg 
1680 

tgcatttcat gccatcctaa 
1740 

cagacatctc ctcaaagagg 
1800 

agattatttt tacagttgat 
i860 

tgtccactgt acaaaggtag 
1920 

ggagcaggcc acaaattccg 
1980 

cttgacagag tgtcagatac 
2040 

gacaaagaaa agaaaaacca 
2100 

gacaattaca gtgttgttgt 
2160 

gctacaccac ctcgcccacc 
2220 

acttcaggag cagaggctgc 
2280 

aaactcttgg caggccagcc 
2340 

ctatatgacc gaaaacttcc 
2400 

tcaagagtta taacagaccc 
2460 

gaaaaagatc atggagactt 
2520 

gatgaatgca tggatgggat 
2580 

ccattacaag tttttgcagg 
2640 

ctatatccag aagtaattca 
2700 

aagccgaagg atagcgatca 
2760 

tatgaagcac cagaaactgt 
2820 

atgtctccca tacctgccca 
2880 

tatgcggaag tgctactgaa 
2940 

ggagtgacag atgatggaga 
3000 

ccaacccttc ctttccacgt 
3060 

gatggtgtac ttctaaggcg 
3120 

tgtctctctg ctttgagcca 
3180 


cagtgcaaga tcagcttctc 
cacagcaatt gagaatgcaa 
taatcaaaag ctgatggcac 
gaaccttcca acatctggga 
gctggaagat gagaaagtga 
aattaatgct actagccacg 
tactcttcat ttgccagtct 
tccaagtatc acagctaaat 
tgaagagaaa gaaaaagtta 
tgcctctggg ctgaagtctc 
atccaggagg gggaggacaa 
caacaaaata attactgtcc 
attgccagct gaaatgacac 
tcagggttac cgctcaatag 
cagtctatca aaaacagatt 
acttgctagc tgtccagaag 
actggatgaa tctttgcttg 
aatgggtgga ctggctctta 
acaggtgagt gctccagttg 
gtttgaatgg gtgaccattg 
tgcggctgaa cctccaccta 
ttctttggct gcttttggat 
agagagaaaa catgcccagt 
aggaagtcat attcttcaat 
ccttcgtagc ttgtttagca 
gatggcattg gaaattggag 
ccattcccca cgagttccaa 


tttcttcagc tgctacaaca 
ctgttgcgtt ctttctacag 
aggttctttg tgaactattt 
acatttcagg gtttatacga 
caatgtttct tcagtctcca 
tcatccagca tccaatgtat 
caacaacatt atcagatgtt 
taattagtga acaaaaagat 
aagcggaaaa tggatttcaa 
aatctaaacg tgctgtgtca 
tacctgataa aataggaagt 
cagtgtttca cctgtttcac 
ttgcccagct tttaactctc 
atctgactgt taaattggga 
cttataaaag actacaccct 
atgaggctct cactccaggt 
aaacctgtcc aattcagtca 
ttgctgaaag actacccatg 
taacatctac cactcaggaa 
aacagtcagg ggagttagtt 
tcaagtcagc agtacagacc 
tatttcttcg tcttccgggc 
gccttcttcg attggtattg 
ctccatcagc caatgtgctt 
ctacaccttt gacaactgat 
ccttacacct cattcttgtc 
actctagcgt gaatcaaact 
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gagccacagg tgtcaagctc 
3240 

gccaaaggga ctggctttgg 
3300 

ttaactaagc aaaggctgga 
3360 

tacataaatc ccgtcagtag 
3420 

gggcagaaca gtaatgccct 
3480 

atcccagcca tgtcatctta 
3540 

ccactctatc gggcactgct 
3600 

cccctattgt tgcccctttc 
3660 

caaacttctg ttggtacatt 
3720 

cgtttaagat ctaaaaggga 
3780 

gaaccagaag gacttactct 
3840 

gcagccacca ccagtttgcg 
3900 

aaggcggcta tgaaacccaa 
3 960 

gctgttatga agaaattaca 
4020 

aaattgggat ttaaagtaaa 
4080 

aacagtgctg ccagagctcg 
4140 

cctctgtctt catcctctag 
4200 

aaggttctaa taactggtcc 
4260 

gtgtattttc ctcaagatta 
4320 

ggtcatagcg tgcgattcaa 
4380 

ttaaacacgt ggcatggaag 
4440 

caagtgttgg tgtctgtcca 
4500 

ggatatgaac ggtctagagg 
4560 

aacattcgac aagcaacagt 
4620 

tgttttaaag aggtaataca 
4680 

tgtgaggagt ggattgcgga 
4740 

atgtctcacc atgcagcagc 
4800 


tcataaccct acatcaacag 
aacaggctct acagcttctg 
agaggaacat gttacctgcc 
tgcggtaaat ggagaagctc 
tccttctgta cttctcgagc 
tctacgaaat gattcagttc 
ggaattgctt cgggccattg 
tacagagaac ggtgaagagg 
gttagccaaa atgaagacct 
aaatgttaaa acaggagtaa 
tttggtacca gacatccaaa 
gcgagcaaat caggaaaaaa 
acctttgtca gtattaaagt 
gtttgatacg tttgaaatgg 
ttaccactac atgtctcagg 
ccgccttgcc caggaagctg 
tgtgtttgta cgctgtgatg 
agcggacacc ccttatgcaa 
tcccagttca ccccctcttg 
tccaaacctt tataatgatg 
accagaagag aagtggaatc 
gtcccttata ttagtagctg 
cactcccagt ggcacacaga 
taagtgggca atgctagaac 
caaacatttt tacttgaaaa 
tatccagcag tacagcagtg 
tctcaagcgt cacactgctc 


aagaacaaca gttatattgg 
gg t 999 at: 9 t ggaacaagcc 
ttctgcaggt tcttgccagt 
agtcatctca tgagactaga 
ttctcagtca gtcctgcctc 
tggacatggc aagacatgtg 
cttcttgtgc tgccatggtg 
aagaagaaca gtcagaatgt 
gtgttgatac ctataccaac 
aaccagatgc gtctgatcaa 
agactgctga gatagtttat 
aactgggtga atactccaag 
cacttgaaga aaaatatgtg 
tttctgaaga tgaagatggg 
tgaaaaatgc taatgatgcg 
tgacactttc aacctcactg 
aggagcgact tgatatcatg 
atggctgctt tgagtttgat 
tgaatctaga gacaactggt 
gcaaggtttg tttaagcatc 
ctcagacctc aagctttttg 
agccttattt taatgaaccg 
gttctcgaga atatgatgga 
aaatcagaaa cccttcacca 
gagttgagat aatggcccaa 
ataagcgggt aggcaggact 
agctccgcga agagttgctg 
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aaacttccct 

4860 

gccctgaagg 

cttggatcct 

gacactgacg 

atgccccaga 

ggtgtgcaga 

gccacaacag 

4920 

gtgctgagga 

gactctaatg 

catgatcagg 

ttaaacccag 

cagcagcaaa 

gaactcccca 

4980 

gtgacttcca 

gttatgagct 

gcattgatgt 

ggacttcata 

gacacaaagg 

cttcgaagca 

5040 

caagccaaat 

atgtcaatat 

ttgtatgtaa 

gaaactaatt 

atgtaatagg 

taatgaaact 

5100 

gaaactatac 

tatgccctta 

aggagatcca 

gtttaattca 

aggtgatctt 

ttatttacct 

5160 

gtacaggagt 

gtaaactttt 

ttgtgctttt 

atttttcaat 

tgtgagaacc 

actgattggt 

5220 

atgttcaaca 

aatttgtgta 

tacaaagaaa 

tggataaatc 

actgctatat 

aagggaaact 

5280 

accttaggaa 

agaatgttta 

ctgaatgttt 

attttatttt 

tttttttttt 

tactatagag 

5340 

tgaggggttg 

ttaacaaaga 

atatatattg 

gtcattctta 

caactactat 

ttaaagtcag 

5400 

caacttttca 

ctgaatttga 

tagattttat 

gtttggccat 

atcttcatgc 

tcacatttga 

5460 

tttctgaaga 

cctcctacat 

acacttcaat 

aaaagttaaa 

tggacatact 

ccctcttttt 

5520 

tgatttactg 

gtacattttt 

aaaataataa 

atctgccata 

aaatgcatta 

tatctggaga 

5580 

cttgcacttg 

tatggatgaa 

tttattacat 

tcaacatatt 

taattttatg 

ccttctaatt 

5640 

ctaagatgca 

gaaaaaaata 

aatgaacatg 

attttattct 

atgccaacat 

ttgggcctct 

5700 

gaatgtatct 

gttatttgaa 

tttaagtatt 

tgaaaaggaa 

tggtcaattt 

gaaagtcatt 

5760 

ctaaactgat 

tttttttttc 

taaagggctc 

cttttttcct 

ggactatgtg 

gctttatgac 

5820 

taaagtcaca 

tgtatgtatt 

aaacattgag 

gctctgtaga 

ggagagagga 

tgtacctctc 

5880 

tggtgctgtt 

acagtacatt 

ctgtacctgc 

catacaggct 

cattttcatg 

caaattcttc 

ctagagccaa 

ataaataaag 

acttaggtga 

aaaaaaaaaa 

aaa 


5933 

<210> 5876 

<211> 1648 

<212> PRT 

<213 > Homo sapiens 


<400> 5B76 


Leu 

Thr 

He 

His 

Leu 

Pro 

Ala 

Ala 

Val 

Leu 

Leu 

Lys 

Glu 

lie 

His 

lie 

1 




5 





10 





15 


Gin 

Pro 

His 

Leu 

Xaa 

Phe 

Leu 

Ala 

Thr 

Cys 

Pro 

Ser 

Ser 

Val 

Ser 

Val 




20 





25 





30 



Glu 

Val 

Ser 

Ala 

Asp 

Gly 

Val 

Asn 

Met 

Leu 

Pro 

Leu 

Ser 

Thr 

Pro 

Val 



35 





40 





45 




Val 

Thr 

Ser 

Gly 

Leu 

Thr 

Tyr 

lie 

Lys 

lie 

Gin 

Leu 

val 

Lys 

Ala 

Glu 


50 





55 





60 





Val 

Ala 

Ser 

Ala 

Val 

Cys 

Leu 

Arg 

Leu 

His 

Arg 

Pro 

Arg 

Asp 

Ala 

Ser 
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65 





70 





75 





80 

Thr 

Leu Gly 

Leu 

Ser 

Gin 

lie 

Lys 

Leu 

Leu 

Gly 

Leu 

Thr 

Ala 

Phe 

Gly 





85 





90 





95 


Thr 

Thr 

Ser 

Ser 

Ala 

Thr 

Val 

Asn 

Asn 

Pro 

Phe 

Leu 

Pro 

Ser 

Glu 

Asp 




100 





105 





110 



Gin 

Val 

Ser 

Lys 

Thr 

Ser 

lie 

Gly 

Trp 

Leu 

Arg 

Leu 

Leu 

His 

His 

Cys 



115 





120 





125 




Leu 

Thr 

His 

lie 

Ser 

Asp 

Leu 

Glu 

Gly 

Met 

Met 

Ala 

Ser 

Ala 

Ala 

Ala 


130 





135 





140 





Pro 

Thr 

Ala 

Asn 

Leu 

Leu 

Gin 

Thr 

Cys 

Ala 

Ala 

Leu 

Leu 

Met 

Ser 

Pro 

145 





150 





155 





160 

Tyr 

Cys 

Gly 

Met 

His 

Ser 

Pro 

Asn 

lie 

Glu 

Val 

Val 

Leu 

Val 

Lys 

lie 





165 





170 





175 


Gly 

Leu 

Gin 

Ser 

Thr 

Arg 

lie 

Gly 

Leu 

Lys 

Leu 

lie 

Asp 

lie 

Leu 

Leu 




180 





185 





190 



Arg 

Asn 

Cys 

Ala 

Ala 

Ser 

Gly 

Ser 

Asp 

Pro 

Thr 

Asp 

Leu 

Asn 

Ser 

Pro 



195 





200 





205 




Leu 

Leu 

Phe 

Gly 

Arg 

Leu 

Asn 

Gly 

Leu 

Ser 

Ser 

Asp 

Ser 

Thr 

lie 

Asp 


210 





215 





220 





He 

Leu 

Tyr 

Gin 

Leu 

Gly 

Thr 

Thr 

Gin 

Asp 

Pro 

Gly 

Thr 

Lys 

Asp 

Arg 

225 





230 





235 





240 

lie 

Gin 

Ala 

Leu 

Leu 

Lys 

Trp 

Val 

Ser 

Asp 

Ser 

Ala 

Arg 

Val 

Ala 

Ala 





245 





250 





255 


Met 

Lys 

Arg 

Ser 

Gly 

Arg 

Met 

Asn 

Tyr 

Met 

Cys 

Pro 

Asn 

Ser 

Ser 

Thr 




260 





265 





270 



Val 

Glu 

Tyr 

Gly 

Leu 

Leu 

Met 

Pro 

Ser 

Pro 

Ser 

His 

Leu 

His 

Cys 

Val 



275 





280 





285 




Ala 

Ala 

lie 

Leu 

Trp 

His 

Ser 

Tyr 

Glu 

Leu 

Leu 

Val 

Glu 

Tyr 

Asp 

Leu 


290 





295 





300 





Pro 

Ala 

Leu 

Leu 

Asp 

Gin 

Glu 

Leu 

Phe 

Glu 

Leu 

Leu 

Phe 

Asn 

Trp 

Ser 

305 





310 





315 





320 

Met 

Ser 

Leu 

Pro 

Cys 

Asn 

Met 

Val 

Leu 

Lys 

Lys 

Ala 

Val 

Asp 

Ser 

Leu 





325 





330 





335 


Leu 

Cys 

Ser 

Met 

Cys 

His 

Val 

His 

Pro 

Asn 

Tyr 

Phe 

Ser 

Leu 

Leu 

Met 




340 





345 





350 



Gly Trp 

Met 

Gly 

lie 

Thr 

Pro 

Pro 

Pro 

Val 

Gin 

Cys 

His 

His 

Arg 

Leu 



355 





360 





365 




Ser 

Met 

Thr 

Asp 

Asp 

Ser 

Lys 

Lys 

Gin 

Asp 

Leu 

Ser 

Ser 

Ser 

Leu 

Thr 


370 





375 





380 





Asp Asp 

Ser 

Lys 

Asn 

Ala 

Gin 

Ala 

Pro 

Leu 

Ala 

Leu 

Thr 

Glu 

Ser 

His 

385 





390 





395 





400 

Leu 

Ala 

Thr 

Leu 

Ala 

Ser 

Ser 

Ser 

Gin 

Ser 

Pro 

Glu 

Ala 

lie 

Lys 

Gin 





405 





410 





415 


Leu 

Leu 

Asp 

Ser 

Gly 

Leu 

Pro 

Ser 

Leu 

Leu 

Val 

Arg 

Ser 

Leu 

Ala 

Ser 




420 





425 





430 



Phe 

Cys 

Phe 

Ser 

His 

lie 

Ser 

Ser 

Ser 

Glu 

Ser 

lie 

Ala 

Gin 

Ser 

lie 



435 





440 





445 




Asp 

lie 

Ser 

Gin 

Asp 

Lys 

Leu 

Arg 

Arg 

His 

His 

Val 

Pro 

Gin 

Gin 

Cys 


450 





455 





460 





Asn 

Lys 

Met 

Pro 

lie 

Thr 

Ala 

Asp 

Leu 

Val 

Ala 

Pro 

lie 

Leu 

Arg 

Phe 

465 





470 





475 





480 

Leu 

Thr 

Glu 

Val 

Gly 

Asn 

Ser 

His 

lie 

Met 

Lys 

Asp 

Trp 

Leu 

Gly 

Gly 





485 





490 





495 


Ser 

Glu 

Val 

Asn 

Pro 

Leu 

Trp 

Thr 

Ala 

Leu 

Leu 

Phe 

Leu 

Leu 

Cys 

His 
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500 





505 





510 



Ser Gly 

Ser 

Thr 

Ser 

Gly 

Ser 

His 

Asn 

Leu Gly Ala 

Gin 

Gin 

Thr 

Ser 


515 





520 





525 




Ala Arg 

Ser 

Ala 

Ser 

Leu 

Ser 

Ser 

Ala 

Ala 

Thr Thr Gly 

Leu 

Thr 

Thr 

530 





535 





540 





Gin Gin 

Arg 

Thr 

Ala 

lie 

Glu 

Asn 

Ala 

Thr 

Val 

Ala 

Phe 

Phe 

Leu 

Gin 

545 




550 





555 





560 

Cy s lie 

Ser 

Cys 

His 

Pro 

Asn 

Asn 

Gin Lys 

Leu 

Met 

Ala 

Gin 

Val 

Leu 




565 





570 





575 


Cys Glu 

Leu 

Phe 

Gin 

Thr 

Ser 

Pro 

Gin Arg 

Gly Asn 

Leu 

Pro 

Thr 

Ser 



580 





585 





590 



Gly Asn 

lie 

Ser 

Gly 

Phe 

lie 

Arg 

Arg 

Leu 

Phe 

Leu 

Gin 

Leu 

Met 

Leu 


595 





600 





605 




Glu Asp 

Glu 

Lys 

Val 

Thr 

Met 

Phe 

Leu 

Gin 

Ser 

Pro Cys 

Pro 

Leu 

Tyr 

610 





615 





620 





Lys Gly 

Arg 

lie 

Asn 

Ala 

Thr 

Ser 

His 

Val 

lie 

Gin 

His 

Pro 

Met 

Tyr 

625 




630 





635 





640 

Gly Ala 

Gly 

His 

Lys 

Phe 

Arg 

Thr 

Leu 

His 

Leu 

Pro 

Val 

Ser 

Thr 

Thr 




645 





650 





655 


Leu Ser 

Asp 

Val 

Leu 

Asp 

Arg 

Val 

Ser Asp 

Thr 

Pro 

Ser 

lie 

Thr 

Ala 



660 





665 





670 



Lys Leu 

He 

Ser 

Glu 

Gin 

Lys 

Asp 

Asp 

Lys 

Glu Lys 

Lys 

Asn 

His 

Glu 


675 





680 





685 




Glu Lys 

Glu 

Lys 

Val 

Lys 

Ala 

Glu 

Asn 

Gly Phe 

Gin Asp 

Asn 

Tyr 

Ser 

690 





695 





700 





Val Val 

Val 

Ala 

Ser 

Gly 

Leu 

Lys 

Ser 

Gin 

Ser 

Lys Arg 

Ala 

Val 

Ser 

705 




710 





715 





720 

Ala Thr 

Pro 

Pro 

Arg 

Pro 

Pro 

Ser 

Arg Arg Gly Arg 

Thr 

lie 

Pro 

Asp 




725 





730 





735 


Lys lie 

Gly 

Ser 

Thr 

Ser 

Gly 

Ala 

Glu 

Ala 

Ala 

Asn 

Lys 

lie 

lie 

Thr 



740 





74 5 





750 



Val Pro 

Val 

Phe 

His 

Leu 

Phe 

His 

Lys 

Leu 

Leu Ala Gly 

Gin 

Pro 

Leu 


755 





760 





765 




Pro Ala 

Glu 

Met 

Thr 

Leu 

Ala 

Gin 

Leu 

Leu 

Thr 

Leu 

Leu 

Tyr 

Asp 

Arg 

770 





775 





780 





Lys Leu 

Pro 

Gin 

Gly 

Tyr 

Arg 

Ser 

lie 

Asp 

Leu 

Thr 

Val 

Lys 

Leu 

Gly 

785 




790 





795 





800 

Ser Arg 

Val 

lie 

Thr 

Asp 

Pro 

Ser 

Leu 

Ser 

Lys 

Thr 

Asp 

Ser 

Tyr 

Lys 




805 





810 





815 


Arg Leu 

His 

Pro 

Glu 

Lys 

Asp 

His 

Gly Asp Leu 

Leu 

Ala 

Ser 

Cys 

Pro 



820 





825 





830 



Glu Asp 

Glu 

Ala 

Leu 

Thr 

Pro 

Gly 

Asp 

Glu Cys 

Met Asp 

Gly 

lie 

Leu 


835 





840 





845 




Asp Glu 

Ser 

Leu 

Leu 

Glu 

Thr 

Cys 

Pro 

lie 

Gin 

Ser 

Pro 

Leu 

Gin 

Val 

850 





855 





860 





Phe Ala 

Gly 

Met 

Gly 

Gly 

Leu 

Ala 

Leu 

lie 

Ala 

Glu Arg 

Leu 

Pro 

Met 

865 




870 





875 





880 

Leu Tyr 

Pro 

Glu 

Val 

lie 

Gin 

Gin 

Val 

Ser 

Ala 

Pro 

Val 

Val 

Thr 

Ser 




865 





890 





895 


Thr Thr 

Gin 

Glu 

Lys 

Pro 

Lys 

Asp 

Ser 

Asp Gin 

Phe 

Glu 

Trp 

Val 

Thr 



900 





905 





910 



lie Glu 

Gin 

Ser 

Gly 

Glu 

Leu 

Val 

Tyr 

Glu 

Ala 

Pro 

Glu 

Thr 

Val 

Ala 


915 





920 





925 




Ala Glu 

Pro 

Pro 

Pro 

lie 

Lys 

Ser 

Ala 

val 

Gin 

Thr 

Met 

Ser 

Pro 

lie 
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930 





935 




94 0 





Pro 

Ala 

His 

Ser 

Leu 

Ala 

Ala 

Phe Gly 

Leu 

Phe 

Leu 

Arg 

Leu 

Pro 

Gly 

945 





950 




955 





960 

Tyr 

Ala 

Glu 

Val 

Leu 

Leu 

Lys 

Glu Arg 

Lys 

His 

Ala 

Gin 

Cys 

Leu 

Leu 





965 




970 





975 


Arg 

Leu 

Val 

Leu 

Gly 

Val 

Thr 

Asp Asp 

Gly 

Glu 

Gly 

Ser 

His 

lie 

Leu 




980 




985 





990 



Gin 

Ser 

Pro 

Ser 

Ala 

Asn 

Val 

Leu Pro 

Thr 

Leu 

Pro 

Phe 

His 

Val 

Leu 



995 





1000 




1005 



Arg 

Ser 

Leu 

Phe 

Ser 

Thr 

Thr 

Pro Leu 

Thr 

Thr 

Asp 

Asp Gly 

Val 

Leu 


1010 




1015 



1020 




Leu Arg 

Arg 

Met 

Ala 

Leu 

Glu 

He Gly 

Ala 

Leu 

His 

Leu 

lie 

Leu 

Val 

1025 




1030 



1035 




1040 

Cys 

Leu 

Ser 

Ala 

Leu 

Ser 

His 

His Ser 

Pro 

Arg Val 

Pro 

Asn 

Ser 

Ser 





1045 



1050 




1055 

Val 

Asn 

Gin 

Thr 

Glu 

Pro 

Gin 

Val Ser 

Ser 

Ser 

His 

Asn 

Pro 

Thr 

Ser 




1060 



1065 




1070 


Thr 

Glu 

Glu 

Gin 

Gin 

Leu 

Tyr 

Trp Ala 

Lys 

Gly 

Thr 

Gly Phe 

Gly Thr 



1075 




1080 




1085 



Gly Ser 

Thr 

Ala 

Ser 

Gly Trp Asp Val 

Glu 

Gin 

Ala 

Leu 

Thr 

Lys 

Gin 


1090 




1095 



1100 




Arg 

Leu 

Glu 

Glu 

Glu 

His 

val 

Thr Cys 

Leu 

Leu 

Gin 

Val 

Leu 

Ala 

Ser 

1105 , 




1110 



1115 




1120 

Tyr 

He 

Asn 

Pro 

Val 

Ser 

Ser 

Ala Val 

Asn 

Gly Glu Ala 

Gin 

Ser 

Ser 




1125 



1130 




1135 

His 

Glu 

Thr Arg 

Gly Gin 

Asn 

Ser Asn 

Ala 

Leu 

Pro 

Ser 

Val 

Leu 

Leu 




1140 



1145 




1150 


Glu 

Leu 

Leu 

Ser 

Gin 

Ser 

Cys 

Leu lie 

Pro 

Ala 

Met 

Ser 

Ser 

Tyr 

Leu 



1155 




1160 




1165 



Arg 

Asn 

Asp 

Ser 

Val 

Leu 

Asp 

Met Ala 

Arg 

His 

Val 

Pro 

Leu 

Tyr Arg 


1170 




1175 



1180 




Ala 

Leu 

Leu 

Glu 

Leu 

Leu 

Arg 

Ala lie 

Ala 

Ser 

Cys 

Ala 

Ala 

Met 

Val 

1185 




1190 



1195 




1200 

Pro 

Leu 

Leu 

Leu 

Pro 

Leu 

Ser 

Thr Glu 

Asn 

Gly Glu 

Glu 

Glu 

Glu 

Glu 





1205 



1210 




1215 

Gin 

Ser 

Glu 

Cys Gin 

Thr 

Ser 

Val Gly Thr 

Leu 

Leu 

Ala 

Lys 

Met 

Lys 




1220 



1225 




1230 


Thr Cys 

Val 

Asp 

Thr 

Tyr 

Thr 

Asn Arg 

Leu 

Arg Ser 

Lys 

Arg 

Glu 

Asn 



1235 




1240 




1245 



Val 

Lys 

Thr 

Gly Val 

Lys 

Pro 

Asp Ala 

Ser 

Asp 

Gin 

Glu 

Pro 

Glu Gly 


1250 




1255 



1260 




Leu 

Thr 

Leu 

Leu 

Val 

Pro Asp 

lie Gin Lys 

Thr 

Ala 

Glu 

lie 

Val 

Tyr 

1265 




1270 



1275 




1280 

Ala 

Ala 

Thr 

Thr 

Ser 

Leu 

Arg Arg Ala 

Asn 

Gin 

Glu 

Lys 

Lys 

Leu Gly 





1285 



1290 




1295 

Glu Tyr 

Ser Lys 

Lys 

Ala 

Ala 

Met Lys 

Pro 

Lys 

Pro 

Leu 

Ser 

Val 

Leu 




1300 



1305 




1310 


Lys 

Ser 

Leu 

Glu 

Glu 

Lys 

Tyr 

Val Ala 

Val 

Met 

Lys 

Lys 

Leu 

Gin 

Phe 



1315 




1320 




1325 



Asp 

Thr 

Phe 

Glu 

Met 

Val 

Ser 

Glu Asp Glu 

Asp Gly Lys 

Leu 

Gly Phe 


1330 




1335 



1340 




Lys 

Val 

Asn Tyr 

His 

Tyr 

Met 

Ser Gin 

Val 

Lys 

Asn 

Ala 

Asn 

Asp Ala 

1345 




1350 



1355 




1360 

Asn 

Ser 

Ala Ala Arg Ala Arg Arg Leu 

Ala 

Gin 

Glu 

Ala 

Val 

Thr 

Leu 
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1365 1370 

Ser Thr Ser Leu Pro Leu Ser Ser Ser Ser Ser 
1380 1385 

Asp Glu Glu Arg Leu Asp lie Met Lys Val Leu 
1395 1400 

Asp Thr Pro Tyr Ala Asn Gly Cys Phe Glu Phe 
1410 1415 


1375 

Val Phe Val Arg Cys 
1390 

He Thr Gly Pro Ala 
1405 

Asp Val Tyr Phe Pro 
1420 


Gin Asp Tyr Pro Ser Ser Pro Pro Leu Val Asn Leu Glu Thr Thr Gly 

1425 1430 1435 1440 

Gly His Ser Val Arg Phe Asn Pro Asn Leu Tyr Asn Asp Gly Lys Val 

1445 1450 1455 


Cys Leu Ser lie Leu Asn Thr Trp His Gly Arg Pro Glu Glu Lys Trp 
1460 1465 1470 


Asn Pro Gin Thr Ser Ser Phe Leu Gin Val Leu Val Ser Val Gin Ser 


1475 1480 1485 

Leu lie Leu Val Ala Glu Pro Tyr Phe Asn Glu Pro Gly Tyr Glu Arg 
1490 1495 1500 

Ser Arg Gly Thr Pro Ser Gly Thr Gin Ser Ser Arg Glu Tyr Asp Gly 

1505 1510 1515 1520 

Asn lie Arg Gin Ala Thr Val Lys Trp Ala Met Leu Glu Gin lie Arg 

1525 1530 1535 

Asn Pro Ser Pro Cys Phe Lys Glu Val lie His Lys His Phe Tyr Leu 
1540 1545 1550 


Lys Arg Val Glu lie Met Ala Gin Cys Glu Glu Trp lie Ala Asp lie 
1555 1560 1565 


Gin Gin Tyr Ser Ser Asp Lys Arg Val Gly Arg Thr Met Ser His His 
1570 1575 1580 

Ala Ala Ala Leu Lys Arg His Thr Ala Gin Leu Arg Glu Glu Leu Leu 

1585 1590 1595 1600 

Lys Leu Pro Cys Pro Glu Gly Leu Asp Pro Asp Thr Asp Asp Ala Pro 

1605 1610 1615 

Glu Val Cys Arg Ala Thr Thr Gly Ala Glu Glu Thr Leu Met His Asp 
1620 1625 1630 

Gin Val Lys Pro Ser Ser Ser Lys Glu Leu Pro Ser Asp Phe Gin Leu 
1635 1640 1645 


<210> 5877 

<211> 683 

<212 > DNA 

<213 > Homo sapiens 

<400> 5877 

ng egg egg eg egaegggegg eggeggeggt tccagcatga aggggagagc tggcctgggg 
60 

ggcagcatga ggtcagtggt gggcttcttg tcccagcggg gettgeatgg ggaccccctg 
120 

ctcactcagg actttcagag gagacgcctg cggggctgca gaaacctcta caagaaggac 
180 

ctcctcggcc aetteggetg tgtcaatgcc attgaattet ccaacaatgg aggccagtgg 
240 

ctggtctcag gaggagatga ccgccgggtt ctgctatggc acatggaaca agccatccac 
300 

tccagggtca agcccataca gctgaaagga gagcaccatt ccaacatttt ttgcctggct 
360 
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ttcaacagtg ggaacactaa agtgttctct ggaggcaatg atgagcaagt tatcctccat 
420 

gatgttgaaa gcagtgagac attggacgtg tttgctcatg aagatgcagt atatggcttg 
480 

tctgtgagcc cagtgaatga caacattttt gccagttcct cagatgatgg ccgggttctc 
540 

atttgggaca ttcgggaatc cccccatgga gagcccttct gctgggcaaa ctatccatca 
600 

gcctttcata gtgtcatgtt taaccctgtg gagcccaggt tgttggcccc agccaattca 
660 

aaggaaggag tgggactctg gga 
683 

<210> 5878 
<211> 227 
<212> PRT 


<213 > Homo sapiens 


<400> 5878 


Xaa Gly 

Gly 

Ala 

Thr 

Gly 

Gly Gly 

1 



5 




Ala Gly 

Leu 

Gly 

Gly 

Ser 

Met 

Arg 



20 





Arg Gly 

Leu 

His 

Gly 

Asp 

Pro 

Leu 


35 





40 

Arg Leu 

Arg 

Gly 

Cys 

Arg 

Asn 

Leu 

50 





55 


Phe Gly 

Cys 

Val 

Asn 

Ala 

lie 

Glu 

65 




70 



Leu Val 

Ser 

Gly 

Gly 

Asp 

Asp Arg 




85 




Gin Ala 

He 

His 

Ser 

Arg 

Val 

Lys 



100 





His Ser 

Asn 

lie 

Phe 

Cys 

Leu 

Ala 


115 





120 

Phe Ser 

Gly 

Gly 

Asn 

Asp 

Glu 

Gin 

130 





135 


Ser Glu 

Thr 

Leu 

Asp 

Val 

Phe 

Ala 

145 




150 



Ser Val 

Ser 

Pro 

Val 

Asn 

Asp 

Asn 




165 




Gly Arg 

Val 

Leu 

lie 

Trp 

Asp 

lie 



180 





Phe Cys 

Trp 

Ala 

Asn 

Tyr 

Pro 

Ser 


195 





200 

Pro Val 

Glu 

Pro 

Arg 

Leu 

Leu 

Ala 

210 





215 


Gly Leu 

Trp 







225 

<210> 5879 

<211> 1555 

<212 > DNA 

<213 > Homo sapiens 


Gly 

Gly Ser 
10 

Ser 

Met 

Lys 

Gly 

15 

Arg 

Ser 

25 

Val 

Val 

Gly 

Phe 

Leu 

30 

Ser 

Gin 

Leu 

Thr 

Gin 

Asp 

Phe 

45 

Gin 

Arg 

Arg 

Tyr 

Lys 

Lys 

Asp 

60 

Leu 

Leu 

Gly 

His 

Phe 

Ser 

Asn 

75 

Asn 

Gly 

Gly 

Gin 

Trp 

80 

Arg 

Val 

90 

Leu 

Leu 

Trp 

His 

Met 

95 

Glu 

Pro 

105 

lie 

Gin 

Leu 

Lys 

Gly 

110 

Glu 

His 

Phe 

Asn 

Ser 

Gly 

Asn 

125 

Thr 

Lys 

Val 

Val 

lie 

Leu 

His 

140 

Asp 

Val 

Glu 

Ser 

His 

Glu Asp 
155 

Ala 

Val 

Tyr 

Gly 

Leu 

160 

lie 

Phe 

170 

Ala 

Ser 

Ser 

Ser 

Asp 

175 

Asp 

Arg 

185 

Glu 

Ser 

Pro 

His 

Gly 

190 

Glu 

Pro 

Ala 

Phe 

His 

Ser 

Val 

205 

Met 

Phe 

Asn 

Pro 

Ala 

Asn 

Ser 

220 

Lys 

Glu 

Gly 

Val 
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< 400 > 5879 

tttttttttt tttttttttt 
60 

taacagtgaa ctggaataat 
120 

tccatttggg gtgctgggga 
180 

ctcctacgca acttctgagg 
240 

tcaggagctg ggtgctgggg 
300 

caacaagaac cacgaaggag 
360 

gacaaagctt atcccctttc 
420 

gtcaataaat ccataaccag 
480 

ggagtggggc gaaggatgct 
540 

aaccatccct gtaaagtgtc 
600 

ggcagtgcac tcacataagg 
660 

tctgcggcta ctaacagcct 
720 

ggctgcctga cagggtgaca 
780 

ctgggaactc acgctctctc 
840 

tgaagacaaa tggaagccag 
900 

gaagccacgt gagtggggac 
960 

gaggctgctc ctccggccct 
1020 

aattgggcag catctcctcc 
1080 

ggtccgagat gtccagcctg 
1140 

acagtcaccg gcatccacag 
1200 

gaaatggcca tacttatctg 
1260 

ctgcttcagg atgaaaaagg 
1320 

gtaagatcga tttttctcat 
1380 

agcctccaca tcgtagaaat 
1440 

actgccctct ggggccactg 
1500 

catgggggcg accaggcgca 
1555 


ttttgaacag ggaaagttta 
gagggcttca ctggtaaaat 
acgttattcc cagagaggtg 
gctggagggt gccaagggca 
aagccacatg cactgcggcg 
gcgcctttcc tcctataatg 
aaaaaacagc caactgaaaa 
caatactatg gggcctgggg 
gcatgtcctg cagtgggcac 
agtagtagcc cctgtgtcag 
acagtttgag aagagtctcc 
gagcctttac ctccccaggc 
ggagctgtga cctttagcca 
ctgtgattgg ccagcaccac 
aagtgtggtg agctaccaga 
agggctaaag gctaggcagg 
gacttcaggc cctcagccca 
accaatatct gagtgaggcc 
cggaggttcg gaggttatcc 
cttcgacagg cacttcacag 
gcctgatcca ctccttgtct 
cacctgcgcc gtatggacca 
gcaccttgta catctccctt 
agttggtcag gaactggagt 
ccgcacccag gcgatggatg 
gggacgccca gggagccgcc 


atatagagaa ttactggctt 
gcttctgaat tgactggaaa 
cctcagtgga ggcgctgtgt 
gctgctgacc gcctggtgct 
tccagaggca gaagcacaac 
cctgtttggt gccctctact 
agctgaattt ggaacataaa 
tgcgctggcc tttagtgagt 
agcggccctg cacgggggag 
tcagggtccc tgcaagaaat 
tgacaaggtg agtgtggctc 
ctgaacaggg gcatggaaag 
agggcagcca ggaataaata 
tcccccaccc tgacgttgag 
cattccatgc agcccgctga 
gacagggctg gctgtgtccc 
gtcgactccc acaacctcgc 
agggttggac acggcaggga 
aggccctcgt agttgatgtc 
aaattccaga actcctgaga 
cgaaacttga ctgcgcctcc 
tgttgcttct ccagccaggt 
tggagcaagt aatccctcag 
attgtccttt tcttcttctg 
cccctgatac gcccattcca 
atcttgctaa ggttt 
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<210> 5880 
<211> 185 
<212> PRT 

<2 13 > Homo sapiens 
<400 > 5880 


Met Ala Ala 

Pro 

Trp 

Ala 

Ser 

Leu Arg Leu 

Val 

Ala 

Pro 

Met 

Trp 

Asn 

1 


5 



10 





15 


Gly Arg lie 

Arg 

Gly 

He 

His 

Arg Leu Gly 

Ala 

Ala 

Val 

Ala 

Pro 

Glu 


20 




25 




30 



Gly Ser Gin 

Lys 

Lys 

Lys 

Arg 

Thr lie Leu 

Gin 

Phe 

Leu 

Thr 

Asn 

Tyr 

35 





40 



45 




Phe Tyr Asp 

Val 

Glu 

Ala 

Leu 

Arg Asp Tyr 

Leu 

Leu 

Gin 

Arg 

Glu 

Met 

50 




55 



60 





Tyr Lys Val 

His 

Glu 

Lys 

Asn 

Arg Ser Tyr 

Thr 

Trp 

Leu 

Glu 

Lys 

Gin 

65 



70 



75 





80 

His Gly Pro 

Tyr 

Gly 

Ala 

Gly 

Ala Phe Phe 

lie 

Leu 

Lys 

Gin 

Gly Gly 



85 



90 





95 


Ala Val Lys 

Phe 

Arg 

Asp 

Lys 

Glu Trp lie 

Arg 

Pro 

Asp 

Lys 

Tyr 

Gly 


100 




105 




110 



His Phe Ser 

Gin 

Glu 

Phe 

Trp 

Asn Phe Cys 

Glu 

Val 

Pro 

val 

Glu 

Ala 

115 





12 0 



125 




Val Asp Ala 

Gly 

Asp 

Cys 

Asp 

lie Asn Tyr 

Glu 

Gly 

Leu 

Asp 

Asn 

Leu 

130 




135 



140 





Arg Thr Ser 

Ala 

Gly 

Trp 

Thr 

Ser Arg Thr 

Ser 

Leu 

Pro 

Cys 

Pro 

Thr 

145 



150 



155 





160 

Leu Ala Ser 

Leu 

Arg 

Tyr 

Trp 

Trp Arg Arg 

Cys 

Cys 

Pro 

lie 

Ala 

Arg 



165 



170 





175 


Leu Trp Glu 

Ser 

Thr 

Gly 

Leu 

Arg Ala 








180 




185 








<210> 5881 

<211> 327 

<212> DNA 

<213> Homo sapiens 

<400> 5881 

ngcgcgcccc ggcccgtggc ccgcgagaag acctcgctgg gcagcttgaa gcgcgccagc 
60 

gtggacgtgg acctgctggc cccgcgcagc cccatggcca aggagaacat ggtgaccttc 
120 

agccacacgc tgcccagggc cagcgcgccc tcgctggacg accccgcgcg ccgccacatg 
180 

accatccacg tgccgctgga cgcctcgcgc tccaagcagc tcatcagcga gtggaagcag 
240 

aagagcctgg agggccgcgg cctggggctg cccgacgacg ccagccccgg gcacctgcgc 
300 

gcgcccgccg aacccatgcc ggaggan 
327 

<210> 5882 
<211> 109 
<212> PRT 
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<213 > Homo sapiens 
<400> 5882 


Xaa 

Ala 

Pro 

Arg 

Pro 

Val 

Ala 

Arg Glu 

Lys 

Thr 

Ser 

Leu Gly 

Ser 

Leu 

1 




5 




10 




15 


Lys 

Arg 

Ala 

Ser 

Val 

Asp 

Val 

Asp Leu 

Leu 

Ala 

Pro 

Arg Ser 

Pro 

Met 




20 




25 




30 



Ala 

Lys 

Glu 

Asn 

Met 

Val 

Thr 

Phe Ser 

His 

Thr 

Leu 

Pro Arg 

Ala 

Ser 



35 





40 




45 



Ala 

Pro 

Ser 

Leu 

Asp Asp 

Pro 

Ala Arg 

Arg 

His 

Met 

Thr lie 

His 

Val 


50 





55 




60 




Pro 

Leu 

Asp 

Ala 

Ser 

Arg 

Ser 

Lys Gin 

Leu 

He 

Ser 

Glu Trp 

Lys 

Gin 

65 





70 




75 




80 

Lys 

Ser 

Leu 

Glu 

Gly Arg 

Gly 

Leu Gly 

Leu 

Pro 

Asp 

Asp Ala 

Ser 

Pro 





85 




90 




95 


Gly His 

Leu 

Arg 

Ala 

Pro 

Ala 

Glu Pro 

Met 

Pro 

Glu 

Xaa 






100 




105 








<210> 5883 
<211> 579 
<212> DNA 
<2 13 > Homo sapiens 

.<4 00> 5883 

nggtcgacct ctgcttcctt acagcacccc cacctgccag agctgatcct ccctaggccc 
6° 

tgcctaacct tgagttggcc cccaatccct ctggctgcag aagtcccctt acccccaatg 
120 

agaggagggg caggaccaga tcttttgaga gctgagggtt gagggcattg agccaacaca 
180 

cagatttgtc gcctctgtcc ccgaagacac ctgcaccctc catgcggagc caagatgggg 
240 

aatggaactg aggaagatta taactttgtc ttcaaggtgg tgctgatcgg cgaatcaggt 
300 

gtggggaaga ccaatctact ttcccgattc acgcgcaatg agttcagcca cgacagccgc 
360 

accaccatcg gggttgagtt ctccacccgc actgtgatgt tgggcaccgc tgctgtcaag 
420 

gctcagatct gggacacagc tggtgtttga cctaaccaag caccagacct atgctgtggt 
460 

ggagcgatgg ctgaaggagc tctatgacca tgctgaagcc acgatcgtcg tcatgctcgt 
540 

gggtaacaaa agtgacctca gccaggcccg ggaagtgcc 
579 

<210> 5884 

<211> 71 

<212 > PRT 

<213> Homo sapiens 

<4 00> 5884 

Met Gly Asn Gly Thr Glu Glu Asp Tyr Asn Phe Val Phe Lys Val Val 
1 5 10 15 

Leu lie Gly Glu Ser Gly Val Gly Lys Thr Asn Leu Leu Ser Arg Phe 
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20 25 30 

Thr Arg Asn Glu Phe Ser His Asp Ser Arg Thr Thr He Gly Val Glu 
35 40 45 

Phe Ser Thr Arg Thr Val Met Leu Gly Thr Ala Ala Val Lys Ala Gin 


50 55 

lie Trp Asp Thr Ala Gly Val 
65 70 

<210> 5885 
<211> 1905 
<212> DNA 

<213 > Homo sapiens 
<400> 5885 

ggcaagggaa aaccggctgt ggagaaggaa 
60 ~ 

cgtgtccttt gcagacactt tctggggcga 
120 

acgtagacgg tagacagttc gcgtgcgttt 
180 

cccgtgaagc gatgtttccc ctcgaaaggc 
240 

gagttttgac ccctccgacg ctccgtctct 
300 

catcctccgc ggacgcccgc tgccatggcg 
360 

tgcgggctcc cgggcctaca gcggcctgcg 
420 

ggcgccggcc cgctatactc gcaccacctc 
480 

gccgccggct ccgcggcgat ggcgctctat 
540 

ctaggggaga ccacaggaca ccgcaccctg 
600 

ccagagggtg cccagatcct gcaggagcgt 
660 

ggcaagctcc agagcctgcc ggaaggctcc 
720 

gtgaacaggg tctccccaga cacccgagca 
780 

gcgtatgtga ttcagcggta ccgggaggtg 
840 

cccaccaaca tcctggggga gatcgtggtg 
900 

cccatgtgca tcctgggtgc attctttgga 
960 

gtgctggtct cggagttgat cccatgggcc 
1020 

ctcaacctgt actatgagcg gcgctgggag 
1080 

ggcattacag caccacccat gcacgtccag 
1140 

cctggcctac ctcccccatc ccctgcttcc 
1200 


60 


atagggcccg gcgctgagtg agcgtggttg 
ggtgacatgg cgagagtctt ggatcggtgg 
ccttcgccta cttggcctac atgccttctg 
cgtagacgcc gtcagaatcg gtttttcagt 
gacagaatcg cggcgttctt cgtacccgcc 
actctgctgc gccctgtcct ccgtcggctc 
gcagaaatgc ccctccgggc taggagcgac 
cccacctccc cgctgcagaa agcgctgttg 
aacccctacc gccacgacat ggtcgcagtt 
aaggtcctca gggaccagat gaggagggat 
ccccggattt cgacatccac cctcgacctg 
ctcggtcgcg agtatctccg tttcctggat 
cccacccgct tcgtggatga tgaggagcta 
cacgacatgc ttcacaccct gctggggatg 
aaatggtttg aggctgtcca gactggcctg 
ccgatccgac ttggcgctca gagcctgcaa 
gttcagaacg ggcgcagagc cccatgtgtc 
cagtccctga gggctctgcg ggaggagctg 
ggcttggcct gagctcctga gccagcgggg 
cttggaggca gagggctccc ttgactacct 
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ttgttcctct tctttgaaca ctgacccttg gacaacattt atcataattt gtcataacca 
1260 

ctgctgagtg gccttgagga cgaaccccgc agggagcaag cagtacagtg gcattcccag 
1320 

gggg acca g c agctacccaa ggagaaccat gcatgaacag tatcagtcgt ctgggctcat 
1380 

gctgggatgt cgcagtgctc ctgttgcaac tcctcccagc cagccaggtt tgctgggggc 
1440 

caggctgggt gtcctcacag gagtgagggc tacacccaat tccaaaagcc tgagaagaga 
1500 

gaagtggagg gggaggcgag tgtgtgaata aaggctccca tcaggtcaaa aaaaaaaaaa 
1560 

aaagaaaaca aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaactccgg gggggggccc 
1620 

agtacccatt ttgcccttta agtgggggct atttaacctt taacttggcc ccggtttttt 
1680 

aaacctcttg atcttgggga aaccccgggg ggttttcccc cctttaattg cccttttaag 
1740 

ggcatccccc tcttttgcca ctgggggaat ttttgccaag ggggcccccc atttagcctt 
1800 

tttccaagct tttggacgcc catttgggag ttggccattt tagcgttatt tttttttttt 
1860 

taattacggc gggactattt tgttttaaat cgaccctctt ttttt 
1905 

<210> 5886 

<211> 265 

<212> PRT 

<213 > Homo sapiens 


<4 00> 5886 


Met Ala 

Thr 

Leu 

Leu 

Arg 

Pro 

Val 

Leu 

Arg 

Arg 

Leu 

Cys 

Gly Leu 

Pro 

1 



5 





10 





15 


Gly Leu 

Gin 

Arg 

Pro 

Ala 

Ala 

Glu 

Met 

Pro 

Leu 

Arg 

Ala 

Arg 

Ser 

Asp 



20 





25 





30 



Gly Ala 

Gly 

Pro 

Leu 

Tyr 

Ser 

His 

His 

Leu 

Pro 

Thr 

Ser 

Pro 

Leu 

Gin 


35 





40 



* 


45 




Lys Ala 

Leu 

Leu 

Ala 

Ala 

Gly 

Ser 

Ala 

Ala 

Met 

Ala 

Leu 

Tyr 

Asn 

Pro 

50 





55 





60 





Tyr Arg 

His 

Asp 

Met 

Val 

Ala 

Val 

Leu 

Gly 

Glu 

Thr 

Thr 

Gly 

His 

Arg 

65 




70 





75 





80 

Thr Leu 

Lys 

Val 

Leu 

Arg 

Asp 

Gin 

Met 

Arg 

Arg 

Asp 

Pro 

Glu 

Gly 

Ala 




85 





90 





95 


Gin lie 

Leu 

Gin 

Glu 

Arg 

Pro 

Arg 

lie 

Ser 

Thr 

Ser 

Thr 

Leu 

Asp 

Leu 



100 





105 





110 



Gly Lys 

Leu 

Gin 

Ser 

Leu 

Pro 

Glu 

Gly 

Ser 

Leu 

Gly 

Arg 

Glu 

Tyr 

Leu 


115 





120 





125 




Arg Phe 

Leu 

Asp 

Val 

Asn 

Arg 

Val 

Ser 

Pro 

Asp 

Thr 

Arg 

Ala 

Pro 

Thr 

130 





135 





140 





Arg Phe 

Val 

Asp 

Asp 

Glu 

Glu 

Leu 

Ala 

Tyr 

Val 

lie 

Gin 

Arg 

Tyr 

Arg 

145 




150 





155 





160 

Glu Val 

His 

Asp 

Met 

Leu 

His 

Thr 

Leu 

Leu 

Gly 

Met 

Pro 

Thr 

Asn 

lie 




165 





170 





175 


Leu Gly 

Glu 

He 

Val 

Val 

Lys 

Trp 

Phe 

Glu 

Ala 

Val 

Gin 

Thr 

Gly 

Leu 
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180 185 190 

Pro Met Cys lie Leu Gly Ala Phe Phe Gly Pro lie Arg Leu Gly Ala 
195 200 205 

Gin Ser Leu Gin Val Leu Val Ser Glu Leu lie Pro Trp Ala Val Gin 
210 , 215 220 
Asn Gly Arg Arg Ala Pro Cys Val Leu Asn Leu Tyr Tyr Glu Arg Arg 

225 230 235 240 

Trp Glu Gin Ser Leu Arg Ala Leu Arg Glu Glu Leu Gly lie Thr Ala 

245 250 255 

Pro Pro Met His Val Gin Gly Leu Ala 
260 265 

<210> 5887 

<211> 3779 

<212 > DNA 

<213 > Homo sapiens 

<400> 5887 

gccggcgaca gcaggcaagg cgggcggcgc ggccgtggtc atcaccgaac ccgagcacac 
60 

caaggagcgc gtcaaacttg aagggtcaaa gtgcaaaggg cagcttttga tttttggggc 
120 

aaccaactgg gacttgattg gtcgaaaaga agtgcctaaa cagcaagctg cttaccgcaa 
180 

tctcggtcag aatttgtggg ggccccacag atatgggtgc ctggcggggg tccgggtgcg 
240 

gacagtggtc tcgggctcgt gtgctgcaca cagcctcctc atcaccacgg aagggcagct 
300 

gtggagctgg ggtcgaaatg agaaggggca gctgggacat ggtgacacca agagagtaga 
360 

agcccctaga ctcatcgagg gtcttagcca cgaagtgatt gtgtctgcag catgtgggcg 
420 

gaaccacacc ttggccttga cggaaacggg ctccgtgttt gcgtttgggg aaaacaagat 
480 

9999 ca 9 ct 9 ggccttggca accagacaga cgctgttccc agccccgcgc agataatgta 
540 

caacggccag ccaattacca aaatggcctg tggggctgaa ttcagtatga taatggactg 
600 

caaaggaaac ctctattcct ttgggtgccc tgaatatggt cagctgggac acaactcaga 
660 

tgggaagttc atcgcccggg cacagcggat agagtacgac tgtgaactag ttccccggcg 
720 

agtggccatc ttcattgaga agacgaaaga tggacagatt ctgcctgtac caagcggaag 
780 

tgggaggagg accgggacac cgtggtcgaa gggctgaggc gcctgtcgga ctaccccgag 
840 

tacatgtggt ttctcctgta ctgcgagggg acgcgcttca cggagaccaa gcaccgcgtt 
900 

agcatggagg tggcggctgc taaggggctt cctgtcctca agtaccacct gctgccgcgg 
960 

accaagggct tcaccaccgc agtcaagtgc ctccggggga cagtcgcagc tgtctatgat 
1020 

gtaaccctga acttcagagg aaacaagaac ccgtccctgc tggggatcct ctacgggaag 
1080 
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aagtacgagg cggacatgtg 
1140 

aaggaagcag ctcagtggct 
1200 

aagactctgg atggcatgtt 
1260 

accctcctga acttcctgtc 
1320 

tcttgggcgt ctttgccagc 
1380 

gagcagcttc ctttggagtt 
1440 

agctacggaa accaagagtt 
1500 

cggccctgac ggtggtatcc 
1560 

attagaaact atttttctta 
1620 

aaagaattca gaaggcctgt 
1680 

atctccacgc gcgcccgtgg 
1740 

tctccagaac tccgcttcca 
1800 

caaatttttt ggtttttaat 
1860 

gcaccccccg cccccgaaac 
1920 

ggccgggtcc cgtcccccgg 
1980 

cccgtggagg gcgcccgtag 
204 0 

agtcggagcc ctcactctgc 
2100 

tttctagagc cctgtctgtc 
2160 

tttttaaagt ggatgggccc 
2220 

agctcctttg tcgctctcat 
2280 

gggaggaccc tcggggctac 
2340 

agaacagggc agcctgtggg 
2400 

ctctgttttt taaaggtggt 
2460 

ttatttttac tggttgatct 
2520 

gcacccccca ccccccagcc 
2580 

cggtgtcact gtggcccggc 
2640 

gagagtccag gcagagcaga 
2700 


cgtgaggaga tttcctctgg 
tcataaactg taccaggaga 
tccaggggag cagttttaga 
ctgggccacc attctcctgt 
ggatcacctc tcctgatcct 
cgcagactga taggagtaac 
taagaaaaag gaataattaa 
agttaactca aaaccaacac 
ttaactggtg actaatatta 
caggtgaagt cttcagcctc 
gaggtgggtc cggccggaga 
agagggagcc tttggctgct 
cagttatctt gggaacttaa 
tgtctcgtaa tgaatttctg 
gagcatcgct cggctcagca 
tgataagcac accggcacga 
cctgtcctgg ggctggctga 
ctagctccta tctgaccttg 
ctgagaactc agtgaaatgc 
ggctgtcaga tcctggtccc 
cgcgcgcccc' cccatcccac 
actctaggat gcttcagaag 
tggagactgt taacactgag 
cttggtggtt ttcaacttcc 
tcgcactgtg tccttgggga 
cacccctgag cgcccagctc 
gggcagcgct cggccggtca 


aagacatccc gctggatgaa 
aggacgcgct ccaggaggta 
ctcctccccg gagccgttgg 
ctcccctctt cagttttnng 
gactttcttg gggtttgtgg 
tgagatagaa aaagggctcc 
tggctgtgac tgaacacacg 
acagagtgca ggaaaagaca 
acaaaacttg agccaagagt 
ccacagcgca gggtcccagc 
ggcctcccgc ggacgccgtc 
ttctctcctt aaacttagat 
cctggcccct cacctcttct 
ctgtcctcct gggagtggac 
ccttggctcc cagtgggggc 
acgtcaggtc cattcctcga 
gggcgaacgc cccacctcac 
tgtgtaaata cgtacatctg 
agagttctcc atgcacctaa 
tccacactgg gtgctgggga 
agatcaggag ccaaggaggg 
aagcgacggc accgtcaacc 
ctcattgact tctagagatt 
tgctggaaac tagaggtggg 
gggcccgccc ccatcctggc 
cctacctcct ggacgtctct 
tgctggctcc cttggccttg 
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cagcgagccc ctggcccacg ccgagcgagg gatgcttctc cctacagcat gtccactccc 
2760 

ccggcatggc caggtggggc ccctggggca atggcagtgg tagaacgctc aacttggttg 
2820 

cggtaccatc agcccacctg catttggctt tcgacttgct tgttctaagt cacagcgccc 
2880 

tcatcttttt agcaaggtaa aaaaaccaaa atgggtgtta tctctgatat cttgaaacca 
2940 

gcgttctgaa. tagaggtagg ttgagttttc taggggaaaa caaatggaga aaagaggcat 
3000 

gaagaaaagt aaaccgagaa cataattagg catcgggcct aagtgtcctg gggagattgg 
3060 

aggggacgge agcgttctgc atgatggagg cgctgccggg ccccgggtct gtgggggccg 
3120 

tgctctcagg gcgtgtgcgg gacgccacct gtgcacacct gctcagagca cggctcctcg 
3180 

caggggtgaa ggggcagacc aacgaaacca gatgagacca acgacaccat gcgagacacg 
3240 

cttgcagaca ctgttgtttt ggaaatgtgc ttccctccat ctgaaatctc atccctccac 
3300 

ccgcccactc gggcagctgt gccgtgggca gggcatgcgc tcccctggct gagcacccca 
3360 

gagattctcc tgcaccttcc tcatgccgca cgctgctcat ccgtctccat gtgtgtttag 
3420 

atccatgcca ttcactgact cactaacacc tgcaaaatct ttaaggaaaa aagctgaagg 
3480 

gtacgaccat gcacatatgt gacctggaaa atgcaaattt agatctttta tgatttaatt 
3540 

gttattgttt cccatagaag ttccctccct ttgaaattaa tatataatgt ataaattctg 
3600 

cactgagcca tggcggagct gggcagcccc taggttagag tggagacgga ggcccaggcg 
3660 

caggggtcac acctcatctg gtttccttcc catctcacag cttagcttgt gcttctcaac 
3720 

accaagtctt taagagcaat aaaaactaca ccatgaaaaa aaaaaaaaaa aaaaaaaaa 
3779 

<210> 5888 
<211> 166 
<212> PRT 

<213> Homo sapiens 


<400> 5888 


Glu Asp 

Glu 

Arg 

Trp 

Thr 

Asp 

Ser Ala 

Cys 

Thr 

Lys 

Arg 

Lys 

Trp 

Glu 

1 



5 




10 





15 


Glu Asp 

Arg 

Asp 

Thr 

Val 

Val 

Glu Gly 

Leu 

Arg 

Arg 

Leu 

Ser 

Asp 

Tyr 



20 




25 





30 



Pro Glu 

Tyr 

Met 

Trp 

Phe 

Leu 

Leu Tyr 

Cys 

Glu 

Gly 

Thr 

Arg 

Phe 

Thr 


35 





40 




45 




Glu Thr 

Lys 

His 

Arg 

Val 

Ser 

Met Glu 

Val 

Ala 

Ala 

Ala 

Lys 

Gly 

Leu 

50 





55 




60 





Pro Val 

Leu 

Lys 

Tyr 

His 

Leu 

Leu Pro 

Arg 

Thr 

Lys 

Gly 

Phe 

Thr 

Thr 

65 




70 




75 





80 

Ala Val 

Lys 

Cys 

Leu Arg Gly 

Thr Val 

Ala 

Ala 

Val 

Tyr 

Asp 

Val 

Thr 
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85 90 95 

Leu Asn Phe Arg Gly Asn Lys Asn Pro Ser Leu Leu Gly He Leu Tyr 
100 105 110 

Gly Lys Lys Tyr Glu Ala Asp Met Cys Val Arg Arg Phe Pro Leu Glu 
115 120 125 

Asp lie Pro Leu Asp Glu Lys Glu Ala Ala Gin Trp Leu His Lys Leu 
130 135 140 

Tyr Gin Glu Lys. Asp Ala Leu Gin Glu Val Lys Thr Leu Asp Gly Met 
145 150 155 160 

Phe Pro Gly Glu Gin Phe 
165 

<210> 5889 
<211> 2198 
<212> DNA 

<213 > Homo sapiens 
<400> 5889 

gctagccgtc cgagccgagc cgtccgagcc ggggaagccg ggcgcgtgct gccgctcgtg 
60 

gcgggecgag acagtcttgc actgtttcct aggctggagt gcagtggcac aatcacagct 
120 

cactgcagcc ttgacttccc aggctcaagc cattctccta cc tcagcctc ccaagcagtt 
180 

gggaccacag gagaggagag gcagcagcat ggcgagtgtc ctgtcccgac gccttggaaa 
240 

gcggtccctc ctgggagccc gggtgttggg acccagtgcc tcggaggggc cctcggctgc 
300 

cccaccctcg gagccactgc tagaaggggc cgctccccag cctttcacca cctctgatga 
360 

caccccctgc caggagcagc ccaaggaagt ccttaaggct cccagcacct cgggccttca 
420 

gcaggtggcc tttcagcctg ggcagaaggt ttatgtgtgg tacgggggtc aagagtgcac 
480 

aggactggtg gagcagcaca gctggatgga gggtcaggtg accgtctggc tgctggagca 
540 

gaagctgcag gtctgctgca gggtggagga ggtgtggctg gcagagctgc agggcccctg 
600 

tccccaggca ccacccctgg agcccggagc ccaggccctg gcctacaggc ccgtctccag 
660 

gaacatcgat gtcccaaaga ggaagtcgga cgcagtggaa atggatgaga tgatggcggc 
720 

catggtgctg acgtccctgt cctgcagccc tgttgtacag agtcctcccg ggaccgaggc 
780 

caacttctct gcttcccgtg cggcctgcga cccatggaag gagagtggtg acatctcgga 
840 

cagcggcagc agcactacca gcggtcactg gagtgggagc agtggtgtct ccaccccctc 
900 

gcccccccac ccccaggcca gccccaagta tttgggggat gcttttggtt ctccccaaac 
960 

tgatcatggc tttgagaccg atcctgaccc tttcctgctg gacgaaccag ctccacgaaa 
1020 

aagaaagaac tctgtgaagg tgatgtacaa gtgcctgtgg ccaaactgtg gcaaagttct 
1080 
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gcgctccatt gtgggcatca aacgacacgt caaagccctc catctggggg acacagtgga 
1140 

ctctgatcag ttcaagcggg aggaggattt ctactacaca gaggtgcagc tgaaggagga 
1200 

atctgctgct gctgctgctg ctgctgccgc aggcacccca gtccctggga ctcccacctc 
1260 

cgagccagct cccaccccca gcatgactgg cctgcctctg tctgctcttc caccacctct 
1320 

gcacaaagcc cagtcctccg gcccagaaca tcctggcccg gagtcctccc tgccctcagg 
1380 

ggctctcagc aagtcagctc ctgggtcctt ctggcacatt caggcagatc atgcatacca 
1440 

ggctctgcca tccttccaga tcccagtctc accacacatc tacaccagtg tcagctgggc 
1500 

tgctgccccc tccgccgcct gctctctctc tccggtccgg agccggtcgc taagcttcag 
1560 

cgagccccag cagccagcac ctgcgatgaa atctcatctg atcgtcactt ctccaccccg 
1620 

ggcccagagt ggtgccagga aagcccgagg ggaggctaag aagtgccgca aggtgtatgg 
1680 

catcgagcac cgggaccagt ggtgcacggc gtgccggtgg aagaaggcct gccagcgctt 
1740 

tctggactga gctgtgctgc aggttctact ctgttcctgg ccctgccggc agccactgac 
1800 

aagaggccag tgtgtcacca gccctcagca gaaaccgaaa gagaaagaac ggaaacacgg 
1860 

agtttgggct ctgttggcta aggtgtaaca cttaaagcaa ttttctccca ttgtgcgaac 
1920 

attttatttt ttaaaaaaaa gaaacaaaaa tatttttccc cctaaaatag gagagagcca 
1980 

aaactgacca aggctattca gcagtgaacc agtgaccaaa gaattaatta ccctccgttt 
2040 

cccacatccc cactctctag gggattagct tgtgcgtgtc aaaagaagga acagctcgtt 
2100 

ctgcttcctg ctgagtcggt gaattctttg ctttctaaac tcttccagaa aggactgtga 
2160 

gcaagatgaa tttacttttc ttaaaaaaaa aaaaaaaa 
2198 

<210> 5890 
<211> 118 
<212> PRT 

<213 > Homo sapiens 
<400> 5890 

Ala Ser Arg Pro Ser Arg Ala Val Arg Ala Gly Glu Ala Gly Arg Val 
15 10 15 

Leu Pro Leu Val Ala Gly Arg Asp Ser Leu Ala Leu Phe Pro Arg Leu 
20 25 30 

Glu Cys Ser Gly Thr lie Thr Ala His Cys Ser Leu Asp Phe Pro Gly 
35 40 ' 45 

Ser Ser His Ser Pro. Thr Ser Ala Ser Gin Ala Val Gly Thr Thr Gly 
50 55 60 

Glu Glu Arg Gin Gin His Gly Glu Cys Pro Val Pro Thr Pro Trp Lys 
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65 70 75 80 

Ala Val Pro Pro Gly Ser Pro Gly Val Gly Thr Gin Cys Leu Gly Gly 
85 90 95 

Ala Leu Gly Cys Pro Thr Leu Gly Ala Thr Ala Arg Arg Gly Arg Ser 
100 105* 110 

Pro Ala Phe His His Leu 
115 


<210> 5891 
<211> 1459 
<212> DNA 
<213> Homo sapiens 

<400> 5891 

nggtgagaca gggtctcact 
60 

ccacgagtcg gcggcgctac 
120 

gtgcgcttac agttcctaac 
180 

cagctaaggg ctctgctcgt 
240 

gcgttggccg tgcttaaggg 
300 

cctcacgcgc tggtcatgac 
360 

gccatactgc aggccacata 
420 

aagggtctcc gtgccctgca 
480 

ctggcggcct tcctcggggg 
540 

atcaacatgt acctgttgtc 
600 

ggctacatcc ctgaacccag 
660 

ctggtgctgt ggctctttga 
720 

atgacctacc tctatgagga 
780 

aacaagagcc gtccctccaa 
840 

ggccccatgc agaccctccc 
900 

aactggtgtt atcccagggt 
960 

tgggtacctt tgtatggtgg 
1020 

tccagctgtg cagctgactt 
1080 

ggggtcaagg agctcagagg 
1140 

caactgttct tatgtcacag 
1200 


gtcgcccagg catgagtgac 
c 9 a 9999 ct 9 tgggcgcgca 
cccgaccctg cgcgcagccc 
agtcgtcaac gcactgctgc 
cttccggaac ggggctgtct 
ctttctcttc cggaatggca 
tatccactcc tggaacctgg 
gtcctacata caaggcaaga 
tatcctggtg tttggagaaa 
acgcgtcctg tttgccctga 
gtgggacccg ttcccgctgc 
gtatcaccga tccaccctgc 
cagcaatgta tggcacgaca 
ttaatgcagc cctgaggtgt 
aaaggatact gccttctcaa 
tccgtttgct gaagtaaaaa 
cacaagtggc cgaatcaggc 
ctgtgagact ggggccagcc 
agggccctga ggtctctttc 
agggctcctt gctggtgggc 


gcagaaacag cctatagacg 
gctggaacct ccggctgtca 
gcactatggc agccccgccg 
gcaagcgccg ctaccacgct 
atggagccaa aatccgggcc 
gcctccagga gaagctgtgg 
cacggtttgt gttcacctac 
cctacccagc acacgcattc 
acaataacat caacagccag 
gccgcctggc tgtagagaag 
tcactgcggt ggtgtggggg 
agccctcgct gcagtcctcc 
tctcagactt cctcgtctat 
ctggctgtgg ctcaagattt 
gatcataggc ctcagactcc 
cactgatttt aaaatcccag 
tgaggaatct acggcttggt 
acactactct ctaggcctca 
cggtgggtat gttcattctt 
agtgggttgt aaatactttt 
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taaaaaacac taagttcctt atctcagatg ctgttctact ggagaagttc tagattccca 
1260 

ctgtccaata gaaacacgtg agccatatat gtaattaaaa tgtttctagt agctgcatta 
1320 

caaaaaagaa gcctgggcac tgtggctcac tcctgtaatc tcagaacttt gggaggctga 
1380 

ggcaggtgga tcacttgagc tcaggagctt gagaccagcc tgggcaacat ggtgaaaccc 
1440 

agtttctaca aaaaaaaaa 
1459 

<210> 5892 
< 211 > 212 
<212> PRT 

<213 > Homo sapiens 


<400> 5892 


Met 

Ala 

Ala 

Pro 

Pro 

Gin 

Leu Arg 

Ala 

Leu 

Leu 

Val 

Val 

Val 

Asn 

Ala 

1 




5 





10 





15 


Leu 

Leu 

Arg 

Lys 

Arg 

Arg 

Tyr 

His 

Ala 

Ala 

Leu 

Ala 

Val 

Leu 

Lys 

Gly 




20 





25 





30 



Phe 

Arg 

Asn 

Gly 

Ala 

Val 

Tyr 

Gly 

Ala 

Lys 

lie 

Arg 

Ala 

Pro 

His 

Ala 



35 





40 





45 




Leu 

Val 

Met 

Thr 

Phe 

Leu 

Phe 

Arg 

Asn Gly 

Ser 

Leu 

Gin 

Glu Lys 

Leu 


50 





55 





60 





Trp 

Ala 

lie 

Leu 

Gin 

Ala 

Thr 

Tyr 

He 

His 

Ser Trp 

Asn 

Leu 

Ala 

Arg 

65 





70 





75 





80 

Phe 

Val 

Phe 

Thr 

Tyr 

Lys 

Gly 

Leu 

Arg 

Ala 

Leu 

Gin 

Ser 

Tyr 

lie 

Gin 





85 





90 





95 


Gly 

Lys 

Thr 

Tyr 

Pro 

Ala 

His 

Ala 

Phe 

Leu 

Ala 

Ala 

Phe 

Leu Gly 

Gly 




100 





105 





110 



He 

Leu 

Val 

Phe 

Gly 

Glu 

Asn 

Asn 

Asn 

lie 

Asn 

Ser 

Gin 

lie 

Asn 

Met 



115 





120 





125 




Tyr 

Leu 

Leu 

Ser 

Arg 

Val 

Leu 

Phe 

Ala 

Leu 

Ser Arg 

Leu 

Ala 

Val 

Glu 


130 





135 





140 





Lys 

Gly 

Tyr 

lie 

Pro 

Glu 

Pro 

Arg 

Trp Asp 

Pro 

Phe 

Pro 

Leu 

Leu 

Thr 

145 





150 





155 





160 

Ala 

Val 

Val 

Trp 

Gly 

Leu 

Val 

Leu 

Trp 

Leu 

Phe 

Glu 

Tyr 

His 

Arg 

Ser 





165 





170 





175 


Thr 

Leu 

Gin 

Pro 

Ser 

Leu 

Gin 

Ser 

Ser 

Met 

Thr Tyr 

Leu 

Tyr Glu 

Asp 




180 





185 





190 



Ser 

Asn 

Val 

Trp 

His 

Asp 

lie 

Ser 

Asp 

Phe 

Leu 

Val 

Tyr 

Asn 

Lys 

Ser 



195 





200 





205 




Arg 

Pro 

Ser 

Asn 














210 
















<210> 5893 

<211> 1389 

<212> DNA 

<213> Homo sapiens 

<400> 5893 

nnggatccga tgccggcagc gtcctggggc ccccgtagcg gggctggacc atgagcctgc 
60 
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tggacggcct cgcttcctcg ccgcgggctc cgctgcagtc cagcaaggcc aggatgaaaa 
120 

agctcccgaa gaagagccag aatgagaagt accggctgaa gtacctgcgg ctgcgcaaag 
180 

cggccaaggc cacggtgttt gaaaatgctg ctatttgtga tgaaattgct cgtcttgagg 
240 

aaaaatttct taaagcaaaa gaagaaagaa ggtacttgct aaagaagctc ctccagcttc 
300 

aggctctaac tgaaggggaa gtacaggctg cagctccttc ccacagttcc agtttgcccc 
360 

tgacttatgg tgtggccagc tctgtgggaa ctatacaggg agctgggcct atttcagggc 
420 

ccagcactgg ggctgaggaa ccatttggga agaaaactaa gaaggagaaa aaagaaaaag 
480 

gcaaagagaa caacaaactg gaagatcatc accgaccgac ctggctttca tgatgagagt 
540 

gccatctacc ccgtgggcta ttgcagtact cgaatatatg ccagcatgaa gtgcccagac 
600 

cagaagtgtc tatatacctg tcagatcaag gatggtggtg tgcagcctca gtttgaaatt 
660 

gttcctgaag atgaccccca gaatgccatt gtcagctctt ctgcagatgc ttgtcatgca 
720 

gaactgctca ggactataag cactactatg gggaaactaa tgcctaacct gcttccagct 
780 

ggagctgact tttttggatt ttctcatcca gccatccaca acctgatcca gagctgtcca 
840 

ggagctcgaa aatgcatcaa ttaccagtgg gtgaaatttg atgtgtgcaa acctggagat 
900 

gggcagctac ctgaggggct gccggagaat gatgcagcta tgagctttga agcctttcag 
960 

agacagatct ttgatgaaga tcagaatgat ccccttctgc caggatcctt ggacctccca 
1020 

gagcttcagc ctgcagcctt tgtgtcttct taccagccca tgtacctgac acatgaaccc 
1080 

ttggtagata ctcacctgca gcacttgaag tctccatcac agggtagccc aattcagtct 
1140 

tcagattgaa caagaaggga tcagatgcca catcgttttt gtcgtgatta atttaactta 
1200 

aactaaaatt ttgggtatat gaaagaaggc agcaattcag aagtaaagaa gatactaacg 
1260 

tatttcatca tggaaggtcc tgtggtgatg gttttccctg ggaaaacctt cagctgcttt 
1320 

atttttagta ataaatttct cttgtcaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1380 

aaaaaaaaa 

1389 

<210 > 5894 
<211> 260 
<212> PRT 

<213> Homo sapiens 
<400> 5894 

Met Val Trp Pro Ala Leu Trp Glu Leu Tyr Arg Glu Leu Gly Leu Phe 
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1 




5 





10 





15 


Gin Glv 

Pro 

Ala 

Leu 

Gly 

Leii 

Arg 

Asn 

His 

Leu Gly 

Arg 

Lys 

Leu 

Arg 




20 





25 





30 



Arg 

Arg Lys 

Lys 

Lys 

Lys 

Ala 

Lys 

Arg 

Thr 

Thr 

Asn 

Trp 

Lys 

lie 

lie 



35 





40 





45 




Thr 

Asp Arg 

Pro 

Gly 

Phe 

His 

Asp 

Glu 

Ser 

Ala 

lie 

Tyr 

Pro 

Val 

Gly 


50 





55 





60 





Tyr 

Cys 

Ser 

Thr 

Arg 

lie 

Tyr 

Ala 

Ser 

Met 

Lys 

Cys 

Pro 

Asp 

Gin 

Lys 

65 





70 





75 





80 

Cys 

Leu 

Tyr 

Thr 

Cys 

Gin 

lie 

Lys 

Asp 

Gly Gly Val 

Gin 

Pro 

Gin 

Phe 





85 





90 





95 


Glu 

He 

Val 

Pro 

Glu 

Asp 

Asp 

Pro 

Gin 

Asn 

Ala 

lie 

Val 

Ser 

Ser 

Ser 




100 





105 





110 



Ala 

Asp Ala 

Cys 

His 

Ala 

Glu 

Leu 

Leu 

Arg 

Thr 

lie 

Ser 

Thr 

Thr 

Met 



115 





120 





125 




Gly 

Lys 

Leu 

Met 

Pro 

Asn 

Leu 

Leu 

Pro 

Ala 

Gly Ala 

Asp 

Phe 

Phe 

Gly 


130 





135 





140 





Phe 

Ser 

His 

Pro 

Ala 

lie 

His 

Asn 

Leu 

lie 

Gin 

Ser 

Cys 

Pro Gly 

Ala 

145 





150 





155 





160 

Arg 

Lys 

Cys 

lie 

Asn 

Tyr 

Gin 

Trp Val 

Lys 

Phe 

Asp 

Val 

Cys 

Lys 

Pro 





165 





170 





175 


Gly Asp Gly 

Gin 

Leu 

Pro 

Glu 

Gly 

Leu 

Pro 

Glu 

Asn 

Asp 

Ala 

Ala 

Met 




180 





185 





190 



Ser 

Phe 

Glu 

Ala 

Phe 

Gin 

Arg 

Gin 

lie 

Phe 

Asp 

Glu 

Asp 

Gin 

Asn 

Asp 



195 





200 





205 




Pro 

Leu 

Leu 

Pro 

Gly 

Ser 

Leu 

Asp 

Leu 

Pro 

Glu 

Leu 

Gin 

Pro 

Ala 

Ala 


210 





215 





220 





Phe 

Val 

Ser 

Ser 

Tyr 

Gin 

Pro 

Met 

Tyr 

Leu 

Thr 

His 

Glu 

Pro 

Leu 

Val 

225 





230 





235 





240 

Asp 

Thr 

His 

Leu 

Gin 

His 

Leu 

Lys 

Ser 

Pro 

Ser 

Gin 

Gly 

Ser 

Pro 

lie 





245 





250 





255 


Gin 

Ser 

Ser 

Asp 














260 

<210> 5895 
<211> 2748 
<212> DNA 
<213 > Homo sapiens 

<400> 5895 

gcaacaataa gaaagatgct gagcttctgg tggcctttgn gtctaattct ggccacacag 
60 

agaatcagtc ggcctattgt caacctcttt gtttcccggg accttggtgg cagttctgca 
120 

gccacagagg cagtggcgat tttgacagcc acataccctg tgggtcacat gccatacggc 
180 

tggttgacgg aaatccgtgc tgtgtatcct gctttcgaca agaataaccc cagcaacaaa 
240 

ctggtgagca cgagcaacac agtcacggca gcccacatca agaagttcac cttcgtctgc 
300 

atggctctgt cactcacgct ctgtttcgtg atgttttgga cacccaacgt gtctgagaaa 
360 

atcttgatag acatcatcgg agtggacttt gcctttgcag aactctgtgt tgttcctttg 
420 
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cggatcti>c£i ^gttccagtc 

48 0 

acagtgaggg 

cgcatctcac 

cgggtggctg 

atgacactga 

540 

agaaaacctt 

cgtccttgcc 

cccagctctg 

tgctgcggat 

catcgtcctc 

atcgccagcc 

600 

tcgtggtcct 

accctacctg 

ggggtgcacg 

gtgcgaccct 

gggcgtgggc 

tccctcctgg 

660 

cgggctttgt 

gggagaatcc 

accatggtcg 

ccatcgctgc 

gtgctatgtc 

taccggaagc 

720 

agaaaaagaa 

gatggagaat 

gagtcggcca 

cggaggggga 

agactctgcc 

atgacagaca 

780 

tgcctccgac 

agaggaggtg 

acagacatcg 

tggaaatgag 

agaggagaat 

gaataaggca 

840 

cgggacgcca 

tgggcactgc 

agggacagtc 

agtcaggatg 

acacttcggc 

atcatctctt 

900 

ccctctccca 

tcgtattttg 

ttcccttttt 

tttgttttgt 

tttggtaatg 

aaagaggcct 

960 

tgatttaaag 

gtttcgtgtc 

aattctctag 

catactgggt 

atgctcacac 

tgacgggggg 

1020 

acctagtgaa 

tggtctttac 

tgttgctatg 

taaaaacaaa 

cgaaacaact 

gacttcatac 

1080 

ccctgcctca 

cgaaaaccca 

aaagacacag 

ctgcctcacg 

gttgacgttg 

tgtcctcctc 

1140 

ccctggacaa 

tctcctcttg gaaccaaagg 

actgcagctg 

tgccatcgcg 

cctcggtcac 

1200 

cctgcacagc 

aggccacaga 

ctctcctgtc 

ccccttcatc 

gctcttaaga 

atcaacaggt 

1260 

taaaactcgg 

cttcctttga 

tttgcttccc 

agtcacatgg 

ccgtacaaag 

agatggagcc 

1320 

ccggtggcct 

ctfcaaatttc 

ccttccgcca 

cggagttcga 

aaccatctac 

tccacacatg 

1380 

caggaggcgg 

gtggcacgct 

gcagcccgga 

gtccccgttc 

acactgagga 

acggagacct 

1440 

gtgaccacag 

caggctgaca 

gatggacaga 

atctcccgta 

gaaaggtttg 

gtttgaaatg 

1500 

ccccgggggc 

agcaaactga 

catggttgaa 

tgatagcatt 

tcactctgcg 

ttctcctaga 

1560 

tctgagcaag 

ctgtcagttc 

tcacccccac 

cgtgtatata 

catgagctaa 

cttttttaaa 

1620 

ttgtcacaaa 

agcgcatctc 

cagattccag 

accctgccgc 

atgacttttc 

ctgaaggctt 

1680 

gcttttccct 

cgcctttcct 

gaaggtcgca 

ttagagcgag 

tcacatggag 

catcctaact 

1740 

ttgcatttta 

gtttttacag 

tgaactgaag 

ctttaagtaa 

gtctcatcca 

gcattctaat 

1800 

gccaggttgc 

tgtagggtaa 

cttttgaagt 

agatatatta 

cctggttctg 

ctatccttag 

1860 

tcataactct 

gcggtacagg 

taattgagaa 

tgtactacgg 

tacttccctc 

ccacaccata 

1920 

cgataaagca 

agacatttta 

taacgatacc 

agagtcacta 

tgtggtcctc 

cctgaaataa 

1980 

cgcattcgaa 

atccatgcag 

tgcagtatat 

ttttctaagt 

tttggaaagc 

aggttttttc 

2040 

ctttaaaaaa 

attatagaca 

cggttcacta 

aattgattta 

gtcagaattc 
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ctagactgaa agaacctaaa 
2100 

ttatgtaatt tattttaggc 
2160 

tctaatacaa tacggtgatt 
2220 

tcaatgaaca ttgtacctta 
2280 

gtaaggctca gtaaatgaca 
2340 

cactggagta ggaatagaag 
2400 

ccctttgtgt ctaccgtttt 
2460 

atgcaagggc ataatgttag 
2520 

cagtgctgat ggggtgtgcc 
2580 

ttttcctcca ttaatacata 
2640 

tggtttcaga ggcagatctg 
2700 

aaggacatta ctagaaaatt 


caaaaaaata ttttaaagat 
tataatacat ttcctatttt 
gcttgtgtgc tcaacatacc 
ttggcagcag ttttataaag 
gaactatttt tcattatggg 
tgcaagctgg aaaggcaaaa 
cagtgctgtg tgatcatatt 
ctgtgaacat gccagggttg 
cacgtgggga catgtccttg 
tatgagtact gaagaattaa 
agaagattaa aaaaaaatct 
aaacagtatt ttttaacaaa 


2748 

<2 10 > 5896 

<211> 261 

<212> PRT 

<213> Homo sapiens 


<400> 5896 


Ala 

Thr 

lie 

Arg 

Lys 

Met 

1 

Leu 

Ala 

Thr 

Gin 

5 

Arg 

lie 

Arg Asp 

Leu 

20 

Gly 

Gly 

Ser 

Thr 

Ala 

35 

Thr 

Tyr 

Pro 

Val 

50 

lie Arg 

Ala 

Val 

Tyr 

Pro 

65 

Leu 

val 

Ser 

Thr 

Ser 

70 

Asn 

Thr 

Phe 

Val 

Cys 

85 

Met 

Ala 

Trp 

Thr 

Pro 

100 

Asn 

Val 

Ser 

Asp 

Phe 

115 

Ala 

Phe 

Ala 

Glu 

Phe 

130 

Phe 

Pro 

Val 

Pro 

Val 

145 

Met 

Thr 

Leu 

Lys 

Lys 

150 

Thr 

lie 

He 

Val 

Leu 

165 

He 

Ala 


Leu 

Ser 

Phe 

Trp 

10 

Trp 

Ser 

Arg 

Pro 

25 

lie 

Val 

Ser 

Ala 

40 

Ala 

Thr 

Glu 

Gly 

55 

His 

Met 

Pro 

Tyr 

Ala 

Phe 

Asp 

Lys 

Asn 

75 

Thr 

Val 

Thr 

Ala 

90 

Ala 

Leu 

Ser 

Leu 

105 

Thr 

Leu 

Glu 

Lys 

120 

lie 

Leu 

lie 

Leu 

135 

Cys 

Val 

Val 

Pro 

Thr 

Val 

Arg 

Ala 

His 

155 

Phe 

Val 

Leu 

Ala 

170 

Pro 

Ser 

Leu 

Val 

Val 

Leu 


ataaatatat gctgtatatg 
cgcattttca ataaaatgtc 
tgcagttgaa acgtattgta 
tccgtcattt gcatttgaat 
taactgggga ataaatgggt 
atgagaaaga aaaaggcagg 
gttcctcaca gcaaaaaaga 
cattcacatt cctgggtacc 
gcgtgcttcc tcagagtggc 
tttgcatagc tgctttgcag 
caatgtatca gcttttttta 
aaaaaaaa 


Pro 

Leu 

Xaa 

Leu 

15 

lie 

Asn 

Leu 

Phe 

30 

Val 

Ser 

Ala 

Val 

45 

Ala 

lie 

Leu 

Gly 

60 

Trp 

Leu 

Thr 

GlU 

Asn 

Pro 

Ser 

Asn 

Lys 

80 

His 

lie 

Lys 

Lys 

95 

Phe 

Cys 

Phe 

Val 

110 

Met 

Phe 

Asp 

lie 

125 

lie 

Gly 

Val 

Leu 

140 

Arg 

lie 

Phe 

Ser 

Leu 

Thr 

Gly 

Trp 

Leu 

160 

Ser 

Ser 

Val 

Leu 

175 

Arg 

Pro 

Tyr 

Leu 

Gly 

Val 
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180 185 190 

His Gly Ala Thr Leu Gly Val Gly Ser Leu Leu Ala Gly Phe Val Gly 
195 200 205 

Glu Ser Thr Met Val Ala He Ala Ala Cys Tyr Val Tyr Arg Lys Gin 
210 215 220 

Lys Lys Lys Met Glu Asn Glu Ser Ala Thr Glu Gly Glu Asp Ser Ala 

225 230 235 240 

Met Thr Asp Met Pro Pro Thr Glu Glu Val Thr Asp lie Val Glu Met 

245 250 255 

Arg Glu Glu Asn Glu 
260 

<210> 5897 
< 2 1 1 > 1930 
<212 > DNA 

<213 > Homo sapiens 
<400> 5897 

ngcgccgata agaggcagca gttcggaagc cggttcctga gagatccggc gcgcgtcttc 
60 

caccacaatg cctggtaatc actctgcccc ttcgcccggc ctgtcgctga ccctctgtcc 
120 

cgccgcctcg gagcattccg aaaagcccct gaccgccggc cacgagtcaa gctgccctac 
180 

ccggccacga gtcaagctgc cctacccgag gcactctcca aggggagaga aactcctagg 
240 

ccagcgactc accctgcccg cagccaggac gtgaagcccc taagctgccc gtttgatttt 
300 

ctcagggaca atgtggagtg gtcggaagag caagccgcgg cggcggagag aaaagtccag 
360 

gagaacagta tccagcgggt gtgccaggag aaacaagttg attatgagat caatgcccac 
420 

aaatactgga atgacttcta caaaatccac gaaaatgggt ttttcaagga tagacattgg 
480 

ctttttaccg aattccctga gctggcacct agccaaaatc aaaatcattt gaaggactgg 
540 

ttcttggaga acaagagtga agtatgtgaa tgtagaaaca atgaggatgg acctggttta 
600 

ataatggaag aacagcacaa gtgttcttcg aagagccttg aacataaaac acagacacct 
660 

cctgtggagg agaatgtaac tcagaaaatt agtgacctgg aaatttgtgc tgatgagttt 
720 

cctggatcct cagccaccta ccgaatactg gaggttggct gtggtgtggg aaacacagtc 
780 

tttccaattt tacaaacgaa caatgaccca ggactctttg tttattgctg tgatttttct 
840 

tccacagcta tagaactggt ccagacaaat tcagaatatg atccttctcg gtgttttgcc 
900 

tttgttcacg acctgtgtga tgaagagaag agttacccag tgcccaaggg cagtcttgat 
960 

attatcattc tcatatttgt tctttcagca attgttccag acaagatgca gaaggctatc 
1020 

aacaggctga gcaggcttct gaaacctggg gggatggtac ttctgcgaga ttacggccgc 
1080 
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tatgacatgg ctcagcttcg gtttaaaaaa 
1140 

agaggtgatg gaaccagagt ttacttcttc 
1200 

actgctggac tggaaaaagt tcagaacctg 
1260 

aagcaactga caatgtaccg ggtttggatt 
1320 

agcaccagct gagaggcacc tgctgccaac 
1380 

ttttaaaaaa aaaattgtag cactgggcgt 
1440 

aggctgaggc ggggaggatc cattgagccc 
1500 

accctgtatc tgaaagtaat aataaaaata 
1560 

ggacaattca agaattcaga cttgaacctt 
1620 

ttctaacaat tatgcttcat atttgtgaag 
1680 

tctttgagat ctcaatctgt cttagcattt 
1740 

gaattgtaaa ccttaaacca ccaatttatt 
1800 

tgttttttga ttgtaattgc gttaaatctt 
1860 

tcttgtcacc taggctggag tgcagtggtt 
1920 

agggntcaag 

1930 

<210> 5898 
<211> 242 
<212 > PRT 

<213> Homo sapiens 
<400> 5898 

Met Glu Glu Gin His Lys Cys Ser 
1 5 

Gin Thr Pro Pro Val Glu Glu Asn 
20 

Glu lie Cys Ala Asp Glu Phe Pro 
35 40 

Leu Glu Val Gly Cys Gly Val Gly 
50 55 

Thr Asn Asn Asp Pro Gly Leu Phe 
65 70 

Thr Ala lie Glu Leu Val Gin Thr 
85 

Cys Phe Ala Phe Val His Asp Leu 
100 

Val Pro Lys Gly Ser Leu Asp lie 
115 120 

Ala lie Val Pro Asp Lys Met Gin 


ggtcagtgtc tatctggaaa tttctacgtg 
acacaagagg aactggacac gcttttcacc 
gtggatcgcc gactgcaggt gaaccgagga 
cagtgcaaat actgcaagcc ccttctgtcc 
acgatgcaag cccattgtgt ttccgggctt 
ggtgcatgcc tgtaatccca gccactcagg 
agcagtccaa cctgggcaaa atagtgagag 
aaagaatata aatgaggtct cgttgatgtt 
aaacctagga aaagttactt tgtatcagga 
tcctttaaaa cataattttc tcaagttctt 
tgtaactaat aactgaaatt ttattcaaag 
tccatgtgaa aaagtgttat atatgacaag 
ttgagagtgt aaatgccggc aaagtttcgc 
cgatctcggc tcactgcaac ctctgcctcc 


Ser Lys Ser Leu Glu His Lys Thr 
10 15 

Val Thr Gin Lys lie Ser Asp Leu 
25 30 

Gly Ser Ser Ala Thr Tyr Arg lie 
45 

Asn Thr Val Phe Pro lie Leu Gin 
60 

Val Tyr Cys Cys Asp Phe Ser Ser 
75 80 

Asn Ser Glu Tyr Asp Pro Ser Arg 
90 95 

Cys Asp Glu Glu Lys Ser Tyr Pro 
105 110 

He lie Leu lie Phe Val Leu Ser 
125 

Lys Ala lie Asn Arg Leu Ser Arg 
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130 135 140 


Leu 

Leu 

Lys 

Pro 

Gly 

Gly Met 

Val 

Leu Leu Arg Asp Tyr Gly Arg Tyr 

145 





150 



155 



160 

Asp 

Met 

Ala 

Gin 

Leu 

Arg 

Phe 

Lys 

Lys Gly Gin Cys 

Leu 

Ser Gly Asn 





165 




170 



175 

Phe 

Tyr 

Val 

Arg 

Gly 

Asp Gly 

Thr 

Arg Val Tyr Phe 

Phe 

Thr 

Gin Glu 




180 





185 


190 


Glu 

Leu 

Asp 

Thr 

Leu 

Phe 

Thr 

Thr 

Ala Gly Leu Glu 

Lys 

Val 

Gin Asn 



195 





200 


205 



Leu 

Val 

Asp 

Arg 

Arg 

Leu 

Gin 

Val 

Asn Arg Gly Lys 

Gin 

Leu 

Thr Met 


210 





215 


220 




Tyr 

Arg 

Val 

Trp 

He 

Gin 

Cys 

Lys 

Tyr Cys Lys Pro 

Leu 

Leu 

Ser Ser 


225 230 235 240 

Thr Ser 


<210> 5899 

<211> 1589 

<212> DNA 

<213> Homo sapiens 

<400> 5899 

nngctagcag cccgcatcgt ggacacaccc tgcaatgaga tgaacaccga caccttcctc 
60 

gaggagatta acaaagttgg aaaggaactg gggatcatcc caaccatcat ccgggatgag 
120 

gaactgaaga cgagaggatt tggaggaatc tatggggttg gcaaagccgc cctgcatccc 
180 

ccagccctgg ccgtcctcag ccacacccca gatggagcca cgcagaccat cgcctgggtg 
240 

ggcaaaggca tcgtctatga cactggaggc ctcagcatca aagggaagac taccatgccg 
300 

gggatgaagc gagactgcgg gggtgctgcg gccgtcctgg gggccttcag agccgcaatc 
360 

aagcagggtt tcaaagacaa cctccacgct gtgttctgct tggctgagaa ctcggtgggg 
420 

cccaatgcga caaggccaga tgacatccac ctgctgtact cagggaagac ggtggaaatc 
480 

aacaacacgg atgccgaggg caggctggtg ctggcagatg gcgtgtccta tgcttgcaag 
540 

gacctggggg ccgacatcat cctggacatg gccaccctga ccggggctca gggcattgcc 
600 

acagggaagt accacgccgc ggtgctcacc aacagcgctg agtgggaggc cgcctgtgtg 
660 

aaggcgggca ggaagtgtgg ggacctggtg cacccgctgg tctactgccc cgagctgcac 
720 

ttcagcgagt tcacctcagc tgtggcggac atgaagaact cagtggcgga ccgagacaac 
780 

agccccagct cctgtgctgg cctcttcatc gcctcacaca tcggcttcga ctggcccgga 
840 

gtctgggtcc acctggacat tgctgcaccg gtgcatgctg gtgagcgagc cacaggcttc 
900 

ggtgtggccc tcctgctggc gctcttcggc cgtgcctctg aggaccctct gctgaacctg 
960 t 
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gtgtccccac tgggctgtga 
1020 

agacgcaggc ttgtgtgagc 
1080 

ctttgcactg attaatttta 
1140 

ctttctggtc gtcagcgtgg 
1200 

tggtgcgggc cacggggagg 
1260 

caggactgag acatcttctg 
1320 

gcctcctgcc tgcctggtgc 
1380 

ctgacagcca ggctcttact 
1440 

tgaaagatgg agctgacttg 
1500 

ccggcctctc agaattcact 
1560 

aaaaaaaaaa aaaaaaaaca 
1589 


ggtggatgtc gaggaggggg 
ctcctgcctc ggccctgaca 
agcaattgaa agattgccct 
tggtggaaac agctgaagtt 
ggaccgggaa gcgctggggc 
taaactgcta cccctggggc 
cctgtcccag ccccaggtcc 
ccagccgggg ctgccagcgc 
ctgcagggga cctgatttat 
tgaggttcaa ttaaatacag 
aaaaaaaaa 


acctggggag ggactccaag 
aacggggatc ttttacctca 
tcatatgggt tttggtttgt 
ttaggagaca gcttagggtt 
ttgtttctgt ttgttactta 
cttctgcacc ccggggtgag 
tgtgcagggc acctgcgtgg 
atccagccag cccagccctg 
agggcaagag aagtcacact 
tcacaccgcc ccctcaaaaa 


<2 10 > 5900 

<211> 345 

<212 > PRT 

<213 > Homo sapiens 

<400> 5900 

Xaa Leu Ala Ala Arg lie Val Asp 
1 5 

Asp Thr Phe Leu Glu Glu lie Asn 
20 

lie Pro Thr lie lie Arg Asp Glu 
35 40 

Gly lie Tyr Gly Val Gly Lys Ala 
50 55 

Val Leu Ser His Thr Pro Asp Gly 
65 70 

Gly Lys Gly lie Val Tyr Asp Thr 
85 

Thr Thr Met Pro Gly Met Lys Arg 
100 

Leu Gly Ala Phe Arg Ala Ala lie 
115 120 

His Ala Val Phe Cys Leu Ala Glu 
130 135 

Arg Pro Asp Asp lie His Leu Leu 
145 150 

Asn Asn Thr Asp Ala Glu Gly Arg 
165 

Tyr Ala Cys Lys Asp Leu Gly Ala 
180 

Leu Thr Gly Ala Gin Gly lie Ala 


Thr Pro Cys Asn Glu Met Asn Thr 
10 15 

Lys Val Gly Lys Glu Leu Gly lie 
25 30 

Glu Leu Lys Thr Arg Gly Phe Gly 
45 

Ala Leu His Pro Pro Ala Leu Ala 
60 

Ala Thr Gin Thr lie Ala Trp Val 
75 80 

Gly Gly Leu Ser lie Lys Gly Lys 
90 95 

Asp Cys Gly Gly Ala Ala Ala Val 
105 110 

Lys Gin Gly Phe Lys Asp Asn Leu 
125 

Asn Ser Val Gly Pro Asn Ala Thr 
140 

Tyr Ser Gly Lys Thr Val Glu lie 
155 160 

Leu Val Leu Ala Asp Gly Val Ser 
170 175 

Asp lie lie Leu Asp Met Ala Thr 
185 190 

Thr Gly Lys Tyr His Ala Ala Val 
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195 





200 





205 




Leu 

Thr 

Asn 

Ser 

Ala 

Glu 

Trp 

Glu 

Ala 

Ala 

Cys 

Val 

Lys 

Ala 

Gly 

Arg 


210 





215 





220 





Lys 

Cys 

Gly 

Asp 

Leu 

Val 

His 

Pro 

Leu 

Val 

Tyr 

Cys 

Pro 

Glu 

Leu 

His 

225 





230 





235 





240 

Phe 

Ser 

Glu 

Phe 

Thr 

Ser 

Ala 

Val 

Ala 

Asp 

Met 

Lys 

Asn 

Ser 

Val 

Ala 





245 





250 





255 


Asp Arg 

Asp, 

Asn 

Ser 

Pro 

Ser 

Ser 

Cys' 

Ala 

Gly 

Leu 

Phe 

He 

Ala 

Ser 




260 





265 





270 



His 

lie Gly 

Phe 

Asp 

Trp 

Pro 

Gly 

Val 

Trp 

Val 

His 

Leu 

Asp 

lie 

Ala 



275 





280 





285 




Ala 

Pro 

Val 

His 

Ala 

Gly 

Glu 

Arg 

Ala 

Thr 

Gly 

Phe 

Gly 

Val 

Ala 

Leu 


290 





295 





300 





Leu 

Leu 

Ala 

Leu 

Phe 

Gly 

Arg 

Ala 

Ser 

Glu 

Asp 

Pro 

Leu 

Leu 

Asn 

Leu 

305 





310 





315 





320 

Val 

Ser 

Pro 

Leu 

Gly 

Cys 

Glu 

Val 

Asp 

Val 

Glu 

Glu 

Gly 

Asp 

Leu 

Gly 





325 





330 





335 


Arg Asp 

Ser 

Lys 

Arg 

Arg 

Arg 

Leu 

Val 











340 





345 









<210 > 5901 

<211> 984 

<212> DNA 

<213 > Homo sapiens 

<400> 5901 

ncggccgccg cagccatgac cgtggagttc gaggagtgcg tcaaggactc cccgcgcttc 
60 

agggcgacca ttgacgaggt ggagacggac gtggtggaga ttgaggccaa actggacaag 
120 

ctggtgaagc tgtgcagtgg catggtggaa gccggtaagg cctacgtcag caccagcagg 
180 

cttttcgtga gcggcgtccg cgacctgtcc cagcagtgcc agggcgacac cgtcatctcg 
240 

gaatgtctgc agaggttcgc tgacagccta caggaggtgg tgaactacca catgatcctg 
300 

tttgaccagg cccagaggtc cgtgcggcag cagctccaga gctttgtcaa agaggatgtg 
360 

cggaagttca aggagacaaa gaagcagttt gacaaggtgc gggaggacct ggagctgtcc 
420 

ctggtgagga acgcccaggc cccgaggcac cggccccacg aggtggagga agccaccggg 
480 

gccctcaccc tcaccaggaa gtgcttccgc cacctggcac tggactatgt gctccagatc 
540 

aatgttctgc aggccaagaa gaagtttgag atcctggact ctatgctgtc cttcatgcac 
600 

gcccagtcca gcttcttcca gcagggctac agcctcctgc accagctgga cccctacatg 
660 

aagaagctgg cagccgagct ggaccagctg gtgatcgact ctgcggtgga aaagcgtgag 
720 

atggagcgaa agcacgccgc catccagcag cggaccctta gggacttctc ctacgatgag 
780 

tcgaaagtgg agtttgacgt ggacgcgccc agtggggtgg tgatggaggg ctacctcttc 
840 
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aagagggcca gcaacncttt caagacatgg aaccggcgct ggttctccat tcagaacagc 
900 

cagctggtct accagaagaa gctcaaggat gccctcaccg tggtggtgga tgacctccgc 
960 

ctgtgctctg tgaagccgtg tgag 
964 

<2 10 > 5902 

<211> 328 

<2 12 > PRT 

<213 > Homo sapiens 


<4 00 > 5902 


Xaa 

Ala 

Ala 

Ala 

Ala 

Met 

Thr 

Val 

Glu 

Phe 

Glu 

Glu 

Cys 

Val 

Lys 

Asp 

1 




5 





10 





15 


Ser 

Pro 

Arg 

Phe 

Arg 

Ala 

Thr 

lie 

Asp 

Glu 

Val 

Glu 

Thr 

Asp 

Val 

Val 




20 





25 





30 



Glu 

lie 

Glu 

Ala 

Lys 

Leu 

Asp 

Lys 

Leu 

Val 

Lys 

Leu 

Cys 

Ser 

Gly 

Met 



35 





40 





45 




Val 

Glu 

Ala 

Gly 

Lys 

Ala 

Tyr 

Val 

Ser 

Thr 

Ser 

Arg 

Leu 

Phe 

Val 

Ser 


50 





55 





60 





Gly 

Val 

Arg 

Asp 

Leu 

Ser 

Gin 

Gin 

Cys 

Gin 

Gly 

Asp 

Thr 

Val 

lie 

Ser 

65 





70 





75 





80 

Glu 

Cys 

Leu 

Gin 

Arg 

Phe 

Ala 

Asp 

Ser 

Leu 

Gin 

Glu 

Val 

Val 

Asn 

Tyr 





85 





90 





95 


His 

Met 

He 

Leu 

Phe 

Asp 

Gin 

Ala 

Gin 

Arg 

Ser 

Val 

Arg 

Gin 

Gin 

Leu 




100 





105 





110 



Gin 

Ser 

Phe 

Val 

Lys 

Glu 

Asp 

Val 

Arg 

Lys 

Phe 

Lys 

Glu 

Thr 

Lys 

Lys 



115 





120 





125 




Gin 

Phe 

Asp 

Lys 

Val 

Arg 

Glu 

Asp 

Leu 

Glu 

Leu 

Ser 

Leu 

Val 

Arg 

Asn 


130 





135 





140 





Ala 

Gin 

Ala 

Pro 

Arg 

His 

Arg 

Pro 

His 

Glu 

Val 

Glu 

Glu 

Ala 

Thr 

Gly 

145 





150 





155 





160 

Ala 

Leu 

Thr 

Leu 

Thr 

Arg 

Lys 

Cys 

Phe 

Arg 

His 

Leu 

Ala 

Leu 

Asp 

Tyr 





165 





170 





175 


Val 

Leu 

Gin 

lie 

Asn 

Val 

Leu 

Gin 

Ala 

Lys 

Lys 

Lys 

Phe 

Glu 

lie 

Leu 




180 





185 





190 



Asp 

Ser 

Met 

Leu 

Ser 

Phe 

Met 

His 

Ala 

Gin 

Ser 

Ser 

Phe 

Phe 

Gin 

Gin 



195 





200 





205 




Gly 

Tyr 

Ser 

Leu 

Leu 

His 

Gin 

Leu 

Asp 

Pro 

Tyr 

Met 

Lys 

Lys 

Leu 

Ala 


210 





215 





220 





Ala 

Glu 

Leu 

Asp 

Gin 

Leu 

Val 

lie Asp 

Ser 

Ala 

Val 

Glu 

Lys 

Arg 

Glu 

225 





230 





235 





240 

Met 

Glu 

Arg 

Lys 

His 

Ala 

Ala 

lie 

Gin 

Gin 

Arg 

Thr 

Leu 

Arg 

Asp 

Phe 





245 





250 





255 


Ser 

Tyr 

Asp 

Glu 

Ser 

Lys 

Val 

Glu 

Phe 

Asp 

Val 

Asp 

Ala 

Pro 

Ser 

Gly 




260 





265 





270 



Val 

Val 

Met 

Glu 

Gly 

Tyr 

Leu 

Phe 

Lys 

Arg 

Ala 

Ser 

Asn 

Xaa 

Phe 

Lys 



275 





280 





285 




Thr 

Trp 

Asn 

Arg 

Arg 

Trp 

Phe 

Ser 

He 

Gin 

Asn 

Ser 

Gin 

Leu 

Val 

Tyr 


290 





295 





300 





Gin 

Lys 

Lys 

Leu 

Lys 

Asp 

Ala 

Leu 

Thr 

Val 

Val 

Val 

Asp 

Asp 

Leu 

Arg 

305 





310 





315 





320 

Leu 

Cys 

Ser 

Val 

Lys 

Pro 

Cys 

Glu 
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325 

<210> 5903 

<211> 3734 

<212> DNA 

<213> Homo sapiens 

<400> 5903 

ctctgggctc caaggtcacg 
60 

aggggacctc tggcacacgc 
120 

gcaggggacc tcacttaatc 
180 

gaggcgcttg gagccacgcc 
240 

caaactaggc ttggcctctt 
300 

atgagcggca gagtcggcga 
360 

gagaatgtcc aggatgtgct 
420 

tggctccgag ccagaagctt 
480 

gagttccgaa agcaaaagga 
540 

caacagtatc tgtcaggggg 
600 

gacataattg gacctctgga 
660 

atccggaaag gcatcaaagt 
720 

aagctgggca ggaagatcga 
780 

aaacacctgt ggaagccagc 
840 

aattatcctg agaccctgaa 
900 

gccttcaact tggtcaagtc 
960 

ggagcaaatt ggaaggaggt 
1020 

tatgggggca ccatgactga 
1080 

gggggtgaca tccccaggaa 
1140 

agcgtgcaga tttcccgtgg 
1200 

tgtgtcctca ggtggcagtt 
1260 

aagaccaaga tgggagagag 
1320 

aggtacaact cccacctggt 
1380 


ggaggccagc ctcccttcct 
tccatgcccg cctgcccctc 
ccaattatgt aatctgcaat 
caggagtggg ggcaaaagga 
gcctatagtg gccaccactc 
tctgagcccc aggcagaagg 
gccggccctg ccgaatccag 
cgacctgcag aagtcggagg 
cattgacaac atcattagct 
tatgtgtggc tatgacctgg 
tgccaagggt ctcctgctgt 
ctgtgagctg ctgttgcatg 
gatggcgctg atggtgtttg 
tgtggsggtc taccagcagt 
gaatttaatt gttattcgag 
gttcatgagt gaggacactc 
tttactgaaa catatcagcc 
ccctgatgga aaccccaagt 
gtattatgtg cgagaccagg 
ctcctcccaa caagtggagt 
tctgtgagat ggagcggatg 
gcagcgggca ggggagatga 
ccctgaagat gggaccctca 


cccagctgcc tcctcctggc 
cagatctgtic cccaagccaa 
ttaaacagtt ggcccatgag 
cccagctggg tcagggctga 
ctcaagcccc agccagcacg 
aggcattggc caagtttcgg 
atgactattt tctcctgcgt 
ccatgctccg gaagcatgtg 
ggcagcctcc agaggtgatc 
atggctgccc agtctggtac 
cagcctccaa gcaggatatg 
agtgtgagct gcagactcag 
acatggaggg gctgagcctg 
tttttagcat cctggaagca 
ccccaaaact gttccccatg 
gtaagaagat catggtcctg 
ctgaccaggt gcctgtggag 
gcaaatccaa gatcaactac 
tgaaacagca gtatgaacac 
atgagatcct cttccctggc 
ttggttttgg gattttcctg 
cagaggtgct gcccaaccag 
cctgcagtga tcctggcatc 
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tatgtcctgc ggtttgacaa 
1440 

gtggaggtcc tgcttccaga 
1500 

accccgaaat aacaccttct 
1560 

ttctacccct tgtagcagtc 
1620 

ggacagacct caggagcttt 
1680 

ccgtgtctat caaataccta 
1740 

gtctgtcctg taaactgtgc 
1800 

gggggcatgt accacagggt 
1860 

acttaacact tcagggaagt 
1920 

gtttagatcg caatgaggag 
1980 

aaactcttcc aaacatttta 
2040 

aggaggtggc ctgagtcagc 
2100 

actttgagac tttggcaact 
2160 

tcagtgactc agagcttcct 
2220 

agcgccaggg aaatgaccca 
2280 

tgggagtgaa tgctaaaagc 
2340 

caagcagtcc tccatgtgag 
2400 

gcactcggag agggtgtttg 
2460 

gactgacctg agcaaggtct 
2520 

gcagggagtt caggtgccgg 
2580 

gcccaaaggc ggggccggcg 
2640 

gaaaccacag cccttacccc 
2700 

ttagagaaca tgggaaggcg 
2760 

ccccggcccc gtctgggaag 
2820 

gctagcgcgg accggaaggg 
2880 

cccggcctgg gtttacaacg 
2940 

gcgcagggag tgaaattcaa 
3000 


cacctacagc ttcattcatg 
caaagcctca gaagagaaga 
cctatagcag gcctggcccc 
attttcgcac aaccctgaag 
catttcagtt aggcagagga 
aggagtcccc aggagctggc 
caacttcacc tgtccaggga 
ggcagcaggg aaaaaaatta 
cagctgccgg ggagaaactt 
tagcagggta gctggttgct 
gcactgaggc tggggtagct 
acacatcttc ccactcggta 
cctgggccac acggcctgcc 
gggacttcgg gtacccaccc 
cagggatcgc agctgcaggg 
agatcgtcca gtgccctttt 
caaccccgag acaaaaatgc 
ccagtctgag tgtcccgcgg 
tactaagcag tcccatctct 
tcggcgtagc caggcctgga 
tctcgcagac taggggctgg 
aatcccacga gccccgccaa 
gccccagacc tggcgggaac 
ctcatcttgc gaagctgagg 
gccgaggctg cacgggcctc 
ctgttaggaa aattaaccaa 
tgcccaccgc taggctcctc 


ccaagaaggt caatttcact 
tgaaacagct gggggcaggc 
ctcagtgtct ccctgtcaat 
cccaaagaaa ctgggctgga 
agagcgactg cagtgggtct 
tggccatcgt gataggatct 
cagcgaagct gggggtggcg 
gaaaagggtg aaagattggg 
gctcctaaat gaacacataa 
agagttacgg tggggatcag 
tttggctttt cccaggtctc 
gacaggctgg cctctccctc 
tctttgatta ctaatgattg 
gctgttctcc atgcaaacaa 
agggccaggg aggttggggg 
cagtgctacc ggcctctcac 
taagtgggat caagagagca 
tgcccgccaa cccgcttcct 
gtgggaggca tgcaacgcgt 
ggccccccag gcaggaggcc 
gggcggccac agacggcctc 
cgaaccacag gtgctgggct 
gcctttccct cagagccagg 
gagctcaggg caaaggccag 
tgccagaacg ctcaagacat 
tgaataaagc aacgttcagt 
gctgcctctc actcaagagg 
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cccaaactca 

3060 

gacggcgtca 

gggacccgga 

cccagcagcc 

gtttcacgcc 

aatagatagg 

gcgcatgcgc 

3120 

agaaatcctc 

ctcggctctc 

tagcgtgagc 

tttcccaagg 

ggccacgccc 

agcttgcctt 

3180 

ctgattggtc 

cagctggtgg 

gttgtcttcc 

gccatctttg 

atcagggcac 

taaggatgct 

3240 

cccgacggcc 

ttcacagtga 

cggcggagac 

cctgccccgc 

cagctgctca 

gtacgtgccg 

3300 

cgtagcccgt 

gcgagccaag 

tgtgagtccg 

ggcgagcgcc 

tgcggagcta 

gcactgggcc 

3360 

cagaatgaga 

gggaggcgga 

ggagcagcga 

tcacgtggtt 

ttagggactg 

tctaataatt 

3420 

ccacgccagc 

attgccggtg 

tttcaggggg 

tgggaaccgc 

tgcgttcccc 

atcaactttt 

3480 

ctcccaccca 

ccaccctccc 

caacctacaa 

gcccagctca 

gcttgaggta 

actgctgacc 

3540 

ggactgtcct 

atacagccct 

acaagacaga 

ggcgcctagg 

gctgaaagcg 

ggggccztccg 

3600 

tagggagcca 

gcgggggcct 

caatagttac 

tcattttctc 

tacctttgat 

gaaaataaga 

3660 

gctaattctt 

aataaggcct 

accgggtatc 

acgcaaaaac 

cctgtgctta 

ctattatact 

ttgggttgtt 

gcaaagatta 

aaggaaataa 

gccgtgcaaa 

gcgcttaaaa 


3720 

aaaaaaaaaa aaaa 
3734 

<210> 5904 
<211> 308 
<212> PRT 

<213 > Homo sapiens 


<4 00> 5904 


Met 

Ser 

Gly 

Arg 

Val 

Gly 

Asp 

Leu 

Ser 

Pro 

Arg 

Gin 

Lys 

Glu 

Ala 

Leu 

1 




5 





10 





15 


Ala 

Lys 

Phe 

Arg 

Glu 

Asn 

Val 

Gin 

Asp 

Val 

Leu 

Pro 

Ala 

Leu 

Pro 

Asn 




20 





25 





30 



Pro Asp 

Asp 

Tyr 

Phe 

Leu 

Leu 

Arg 

Trp 

Leu 

Arg 

Ala 

Arg 

Ser 

Phe 

Asp 



35 





40 





45 




Leu 

Gin 

Lys 

Ser 

Glu 

Ala 

Met 

Leu 

Arg 

Lys 

His 

Val 

Glu 

Phe 

Arg 

Lys 


50 





55 





60 





Gin Lys 

Asp 

lie 

Asp 

Asn 

lie 

lie 

Ser 

Trp 

Gin 

Pro 

Pro 

Glu 

Val 

lie 

65 





70 





75 





80 

Gin 

Gin 

Tyr 

Leu 

Ser 

Gly 

Gly 

Met 

Cys 

Gly 

Tyr 

Asp 

Leu 

Asp 

Gly 

Cys 





85 





90 





95 


Pro 

Val 

Trp 

Tyr 

Asp 

lie 

lie 

Gly 

Pro 

Leu 

Asp 

Ala 

Lys 

Gly 

Leu 

Leu 




100 





105 





110 



Leu 

Ser 

Ala 

Ser 

Lys 

Gin 

Asp 

Met 

lie 

Arg 

Lys 

Gly 

lie 

Lys 

Val 

Cys 



115 





120 





125 




Glu 

Leu 

Leu 

Leu 

His 

Glu 

Cys 

Glu 

Leu 

Gin 

Thr 

Gin 

Lys 

Leu 

Gly 

Arg 


130 





135 





140 





Lys 

He 

Glu 

Met 

Ala 

Leu 

Met 

Val 

Phe 

Asp 

Met 

Glu 

Gly 

Leu 

Ser 

Leu 

145 





150 





155 





160 

Lys 

His 

Leu 

Trp 

Lys 

Pro 

Ala 

Val 

Glu 

Val 

Tyr 

Gin 

Gin 

Phe 

Phe 

Ser 
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165 




170 





175 


He 

Leu 

Glu 

Ala 

Asn 

Tyr Pro 

Glu 

Thr 

Leu 

Lys 

Asn 

Leu 

lie 

Val 

lie 




180 




185 





190 



Arg 

Ala 

Pro 

Lys 

Leu 

Phe Pro 

Met 

Ala 

Phe 

Asn 

Leu 

Val 

Lys 

Ser 

Phe 



195 




200 





205 




Met 

Ser 

Glu 

Asp 

Thr 

Arg Lys 

Lys 

lie 

Met 

Val 

Leu 

Gly 

Ala 

Asn 

Trp 


210 




215 





220 





Lys 

Glu 

Val 

Leu 

Leu 

Lys His 

lie 

Ser 

Pro 

Asp 

Gin 

Val 

Pro 

Val 

Glu 

225 





230 




235 





240 

Tyr 

Gly 

Gly 

Thr 

Met 

Thr Asp 

Pro 

Asp 

Gly 

Asn 

Pro 

Lys 

Cys 

Lys 

Ser 





245 




250 





255 


Lys 

lie 

Asn 

Tyr 

Gly 

Gly Asp 

lie 

Pro 

Arg 

Lys 

Tyr 

Tyr 

Val 

Arg 

Asp 




260 




265 





270 



Gin 

Val 

Lys 

Gin 

Gin 

Tyr Glu 

His 

Ser 

Val 

Gin 

lie 

Ser 

Arg 

Gly 

Ser 



275 




280 





285 




Ser 

Gin 

Gin 

Val 

Glu 

Tyr Glu 

lie 

Leu 

Phe 

Pro Gly 

Cys 

Val 

Leu 

Arg 


290 295 300 

Trp Gin Phe Leu 
305 


<210> 5905 
<211> 2280 
<212 > DNA 
<213 > Homo sapiens 

<4 00 > 5905 

nngttacttt aaactttgta tgttgttcaa gaacagagta tatcctggtt aggatgtgtt 
60 

catagctgat gcatctccaa aaattttttc atgaaggcgg ccagcttctg aacgtcttca 
120 

attgtgacag cattatacag agaggcccgg atgcctccca cagacacgta gaatccttga 
180 

gaattatcaa taatctcata aattgtttga gatttgatgg agctaagctt ctccatggcc 
240 

gcggcacctc cattgttttt aatccactcc agaaccaagc ccatgacgta gatgctgaaa 
300 

catggaggcg tgttgtacaa ggagctgttt ccagcctgca ccttgtattc caggaccgag 
360 

gggcactctc ggagggcaaa ccccagcagg tcatcacgga caatcaccac ggtgacccca 
420 

gcagagccaa cattcttctg ggcaccagca aaaatcacac caaacttgga aacatccact 
480 

ggcttggaca ggaagtttga ggacatgtca caaaccagta ctgctccctt gacatcgggt 
540 

ataaagtcaa actccacacc atgcaccgtc tcatttgcgc aataatacac gtaggaggca 
600 

tctgggttga ggtttgactt tatacccgat gtcaagggag cagtactggt ttgtgacatg 
660 

tcctcaaact tcctgtccaa gccagtggat gtttccaagt ttagggtgat ttttgctggt 
720 

gcccagaaga atgttggctc tgctggggtc accgtggtga ttgtccgtga tgacctgctg 
780 

gggtttgccc tccgagagtg cccctcggtc ctggaataca aggtgcaggc tggaaacagc 
840 
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tccttgtaca acacgcctcc 
900 

attaaaaaca atggaggtgc 
960 

atttatgaga ttattgataa 
1020 

agaagcaaga tgaatattcc 
1080 

aaaagatttc ttgataaagc 
1140 

gtgggaggca tccgggcctc 
1200 

gccgccttca tgaaaaaatt 
1260 

atactctgtt cttgaacaac 
1320 

taacacagta tttttctcaa 
1380 

aacagcaaaa catccacaac 
1440 

cttgaactgg aagcatttta 
1500 

gcctttgctg ctactttttc 
1560 

gttgcgatta attatttctg 
1620 

ctaggtgctg aatctacaca 
1680 

tcaacattga ccattggagg 
1740 

gatctttatg ctgttattac 
1800 

gtctgttttt aataccatat 
1860 

tatcactgat atatgtagac 
1920 

gcattccatt agcaagagtt 
1980 

ttttatgaaa aagacctaga 
2040 

gagaaagttg attggttggt 
2100 

attaccctat cctttgttct 
2160 

tttgctgaaa agtctttccc 
2220 

aaagaacatt aaagtcctaa 
2280 

<210> 5906 
<211> 215 
<212> PRT 

<213 > Homo sapiens 


atgtttcagc atctacgtca 
cgcggccatg gagaagctta 
ttctcaagga ttctacgttt 
attccgcatt ggcaatgcca 
tcttgaactc aatatgttgt 
tctgtataat gctgtcacaa 
tttggagatg catcagctat 
atacaaagtt taaagtaact 
atgaacatgt ttattgcaga 
tctgtaaagc tggtgggacc 
agaaatcttg ttgcttttct 
tagttagatt tcaaacttgc 
gagtcatggg aacacacagc 
tctgtggggt ctcctgggtt 
agtggtttaa gagtgccagg 
aggagaagtg acatacttta 
actttatatt tctatacatt 
acttttagaa tttattaaat 
gtaccccctc cccagtcttc 
agttcttgat tcatttttac 
tgtttttcaa ttatgccatt 
ctactgtttt ctttgtaatg 
ctattgttta tctattgtca 
aacatctaaa aaaaaaaaaa 


tgggcttggt tctggagtgg 
gctccatcaa atctctaaca 
gtccagtgga gccccaaaat 
aaggagatga tgctttagaa 
ccttgaaagg gcataggtct 
ttgaagacgt tcagaagctg 
gaacacatcc taaccaggat 
tggggatggo tacaaaaagt 
ttcttctttt ttgaaagaac 
taatgtcacc ttaattctga 
aacaaattcc cgcgtatttt 
ctgtggactt aataatgcaa 
acagagggta ggggggccct 
cagcggctgt tgattcaagg 
cgaagggcaa actgtagatc 
tatatgttta tattagcaag 
tatatttcta ataatacagt 
ccttgacctt gtgcattata 
gccttcctct ttttaagctg 
cattctttcc ataggtagaa 
aaactaaaca tttctgttaa 
tatgactacg agagtgatac 
gtattttatg ttgaatatgt 
aaaaaaaaaa aaaaaaaaaa 
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<400> 5906 


Glu 

Ala 

Ser 

Gly 

Leu 

Arg 

Phe 

Asp 

Phe 

lie 

Pro 

Asp 

Val 

Lys 

Gly Ala 

1 




5 





10 





15 


Val 

Leu 

Val 

Cys 

Asp 

Met 

Ser 

Ser 

Asn 

Phe 

Leu 

Ser 

Lys 

Pro 

Val 

Asp 




20 





25 





30 



Val 

Ser 

Lys 

Phe 

Arg 

Val 

lie 

Phe 

Ala 

Gly 

Ala 

Gin 

Lys 

Asn 

Val Gly 



35 





40 





45 




Ser 

Ala 

Gly 

Val 

Thr 

Val 

Val 

lie 

Val 

Arg 

Asp 

Asp 

Leu 

Leu 

Gly Phe 


50 





55 





60 





Ala 

Leu 

Arg 

Glu 

Cys 

Pro 

Ser 

Val 

Leu 

Glu 

Tyr 

Lys 

Val 

Gin 

Ala 

Gly 

65 





70 





75 





80 

Asn 

Ser 

Ser 

Leu 

Tyr 

Asn 

Thr 

Pro 

Pro 

Cys 

Phe 

Ser 

lie 

Tyr 

Val 

Met 





85 





90 





95 


Gly 

Leu 

Val 

Leu 

Glu 

Trp 

lie 

Lys 

Asn 

Asn 

Gly 

Gly 

Ala 

Ala 

Ala 

Met 




100 





105 





110 



Glu 

Lys 

Leu 

Ser 

Ser 

lie 

Lys 

Ser 

Leu 

Thr 

lie 

Tyr 

Glu 

lie 

lie 

Asp 



115 





120 





125 




Asn 

Ser 

Gin 

Gly 

Phe 

Tyr 

Val 

Cys 

Pro 

Val 

Glu 

Pro 

Gin 

Asn 

Arg 

Ser 


130 





135 





140 





Lys 

Met 

Asn 

He 

Pro 

Phe 

Arg 

lie 

Gly 

Asn 

Ala 

Lys 

Gly 

Asp 

Asp 

Ala 

145 





150 





155 





160 

Leu 

Glu 

Lys 

Arg 

Phe 

Leu 

Asp 

Lys 

Ala 

Leu 

Glu 

Leu 

Asn 

Met 

Leu 

Ser 





165 





170 





175 


Leu 

Lys 

Gly 

His 

Arg 

Ser 

Val 

Gly 

Gly 

lie 

Arg 

Ala 

Ser 

Leu 

Tyr 

Asn 




180 





185 





190 



Ala 

Val 

Thr 

lie 

Glu 

Asp 

Val 

Gin 

Lys 

Leu 

Ala 

Ala 

Phe 

Met 

Lys 

Lys 



195 





200 





205 




Phe 

Leu 

Glu 

Met 

His 

Gin 

Leu 











210 





215 











<210> 5907 

<211> 1989 

<212 > DNA 

<213 > Homo sapiens 

<400> 5907 

nnattggcta aataaggtgt tatcagctgc ttgatataga gctgataaaa tcttcagcta 
60 

ggcatacttg aggcctgatt acagaagtga ccgtagtcca cccacacacc tgaaatttat 
120 

ttaagagacc aagctaggct cttcctggcc tttaggaaga ggactggcat ggagaaatat 
180 

gttcctcact agttctccca agccatggca cgtcccaaca aattcctcct ttggttttgc 
240 

tgctttgcct ggctgtgttt tcctattagc cttggttctc aggcttctgg gggagaagct 
300 

cagattgctg ctagtgctga gttggaatct ggggctatgc cttggtcctt gctgcagcat 
360 

atagatgaga gagacagagc tggcctcctt cccgcgcttt tcaaagttct atctgttggg 
420 

cgaggtgggt cacctaggct gcagccagac tccagagctt tgcactacat gaagaagctc 
480 

tataagacat atgctaccaa ggaagggatt cctaaatcca atagaagtca cctctacaac 
540 
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actgttcggc tcttcacccc 
600 

ggaatccttc catcagtgga 
660 

ttactcaagt cagtcttgct 
720 

aaatgtgtgt gcaatctaat 
780 

gctccatact catttacctt 
840 

cagattgatg tgaccagcct 
900 

atgtctataa attttacttg 
960 

ttgtttaaca tgactctggt 
1020 

caggcttatc acagctggta 
1080 

caggagagaa gtctgtctgc 
1140 

tcccatcacc gtcaccgcag 
1200 

ggcccagctt ccttcaatct 
1260 

tgtgagctcc atgactttag 
1320 

gctccgcaca ggtacaaccc 
1380 

cggtatggct ctccagttca 
1440 

tcagtgccaa gaccgtcatg 
1500 

gagcccgatg gctcaattgc 
1560 

tgtcgttaac aaatggtcct 
1620 

gcctatgtgt gccttcaaga 
1680 

atataaagag gagcctgtgt 
1740 

aacatcaatt gttgctacag 
1800 

tgtggagaac tttacatttt 
1860 

tcttgatagg gaaaaaacct 
1920 

ggcaattcag attgctgtag 
1980 

aaaaaaaaa 

1989 


ctgtacccgg cacaagcagg 
actgctattt aacctggatc 
gtacaatatc aacaactcag 
gataaaggag ccaaagtctt 
taactcacag tttgaatttg 
ccttcaacct ttagtggcct 
catgaaagac cagctggagc 
gtccccctca ctgatcttat 
ttcccttcac tataaaagga 
ctatcctgtg ggagaagagg 
aggtcaggaa actgtcagtt 
gagtgaatac ttcagacaat 
acttagcttt agtcagctga 
tcgatactgt aaaggggact 
caccatggta cagaacatca 
tgtacctgcc aaatacagcc 
ctataaagag tacgaagata 
cttaaaacct tgagcctatt 
gaaagcttca tatattaagt 
aggttagtac cttctatggc 
agcctttttt tatttccaaa 
tttccttgag tgattttttt 
taattagcat caatcctgga 
tcttaataga agaataaatt 


ctcctggaga ccaggtaaca 
gcattactac cgttgaacac 
tttctttttc ctctgctgtc 
ctagcaggac tctcggcaga 
gaaagaaaca caaatggatt 
ccaacaagag aagtattcac 
atccttcagc acagaatggt 
atttgaatga cacaagtgct 
ggccttccca gggtcctgac 
ctgctgagga tgggagatct 
ctgaattgaa gaagcccttg 
ttcttcttcc ccaaaatgag 
agtgggacaa ctggattgtg 
gtccaagggc agttggacat 
tctatgagaa gctggactcc 
ccttgagtgt tttgaccatt 
tgatagctac aaagtgcacc 
tggcaaagta actactgtgt 
ctctaaatgt agcatatgtt 
atctatcagg ataaagggat 
tttaaatgaa atataattat 
tcttttcata ggagtcttat 
tggacttgca gctataaata 
tactgtcaat ggcaaaaaaa 


<210> 5908 
<211> 454 
<212> PRT 
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<213> Homo sapiens 


<400> 5908 


Met 

Ala 

Arg 

Pro 

Asn 

Lys 

Phe 

Leu 

Leu 

Trp 

Phe 

Cys 

Cys 

Phe 

Ala 

Trp 

l 




5 





10 





15 


Leu 

Cys 

Phe 

Pro 

lie 

Ser 

Leu 

Gly 

Ser 

Gin 

Ala 

Ser 

Gly Gly 

Glu 

Ala 




20 





25 





30 



Gin 

lie 

Ala 

Ala 

Ser 

Ala 

Glu 

Leu 

Glu 

Ser 

Gly 

Ala 

Met 

Pro 

Trp 

Ser 



35 





40 





45 




Leu 

Leu 

Gin 

His 

lie 

Asp 

Glu 

Arg 

Asp 

Arg 

Ala 

Gly 

Leu 

Leu 

Pro 

Ala 


50 





55 





60 





Leu 

Phe 

Lys 

Val 

Leu 

Ser 

Val 

Gly 

Arg 

Gly 

Gly 

Ser 

Pro Arg 

Leu 

Gin 

65 





70 





75 





80 

Pro 

Asp 

Ser 

Arg 

Ala 

Leu 

His 

Tyr 

Met 

Lys 

Lys 

Leu 

Tyr Lys 

Thr 

Tyr 





85 





90 





95 


Ala 

Thr 

Lys 

Glu 

Gly 

lie 

Pro 

Lys 

Ser 

Asn 

Arg 

Ser 

His 

Leu 

Tyr 

Asn 




100 





105 





110 



Thr 

Val 

Arg 

Leu 

Phe 

Thr 

Pro 

Cys 

Thr 

Arg 

His 

Lys 

Gin 

Ala 

Pro 

Gly 



115 





120 





125 




Asp 

Gin 

Val 

Thr 

Gly 

lie 

Leu 

Pro 

Ser 

Val 

Glu 

Leu 

Leu 

Phe 

Asn 

Leu 


130 





135 





140 





Asp Arg 

lie 

Thr 

Thr 

Val 

Glu 

His 

Leu 

Leu 

Lys 

Ser 

Val 

Leu 

Leu 

Tyr 

145 





150 





155 





160 

Asn 

He 

Asn 

Asn 

Ser 

Val 

Ser 

Phe 

Ser 

Ser 

Ala 

Val 

Lys 

Cys 

Val 

Cys 





165 





170 





175 


Asn 

Leu 

Met 

lie 

Lys 

Glu 

Pro 

Lys 

Ser 

Ser 

Ser 

Arg 

Thr 

Leu 

Gly 

Arg 




180 





185 





190 



Ala 

Pro 

Tyr 

Ser 

Phe 

Thr 

Phe 

Asn 

Ser 

Gin 

Phe 

Glu 

Phe Gly 

Lys 

Lys 



195 





200 





205 




His 

Lys 

Trp 

lie 

Gin 

lie 

Asp 

Val 

Thr 

Ser 

Leu 

Leu 

Gin 

Pro 

Leu 

Val 


210 





215 





220 





Ala 

Ser 

Asn 

Lys 

Arg 

Ser 

lie 

His 

Met 

Ser 

lie 

Asn 

Phe 

Thr 

Cys 

Met 

225 





230 





235 





240 

Lys Asp 

Gin 

Leu 

Glu 

His 

Pro 

Ser 

Ala 

Gin 

Asn 

Gly 

Leu 

Phe 

Asn 

Met 





245 





250 





255 


Thr 

Leu 

Val 

Ser 

Pro 

Ser 

Leu 

lie 

Leu 

Tyr 

Leu 

Asn 

Asp 

Thr 

Ser 

Ala 




260 





265 





270 



Gin 

Ala 

Tyr 

His 

Ser 

Trp 

Tyr 

Ser 

Leu 

His 

Tyr 

Lys 

Arg Arg 

Pro 

Ser 



275 





280 





285 




Gin Gly 

Pro 

Asp 

Gin 

Glu 

Arg 

Ser 

Leu 

Ser 

Ala 

Tyr 

Pro 

Val 

Gly 

Glu 


290 





295 





300 





Glu 

Ala 

Ala 

Glu 

Asp 

Gly 

Arg 

Ser 

Ser 

His 

His 

Arg 

His Arg 

Arg 

Gly 

305 





310 





315 





320 

Gin 

Glu 

Thr 

Val 

Ser 

Ser 

Glu 

Leu 

Lys 

Lys 

Pro 

Leu 

Gly Pro 

Ala 

Ser 





325 





330 





335 


Phe 

Asn 

Leu 

Ser 

Glu 

Tyr 

Phe 

Arg 

Gin 

Phe 

Leu 

Leu 

Pro 

Gin 

Asn 

Glu 




340 





345 





350 



Cys 

Glu 

Leu 

His 

Asp 

Phe 

Arg 

Leu 

Ser 

Phe 

Ser 

Gin 

Leu Lys 

Trp 

Asp 



355 





360 





365 




Asn Trp 

lie 

Val 

Ala 

Pro 

His 

Arg 

Tyr 

Asn 

Pro 

Arg 

Tyr Cys 

Lys 

Gly 


370 





375 





380 





Asp 

Cys 

Pro 

Arg 

Ala 

Val 

Gly 

His 

Arg 

Tyr 

Gly 

Ser 

Pro 

Val 

His 

Thr 

385 





390 





395 





400 

Met 

Val 

Gin 

Asn 

lie 

lie 

Tyr 

Glu 

Lys 

Leu 

Asp 

Ser 

Ser 

Val 

Pro 

Arg 
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405 410 415 

Pro Ser Cys Val Pro Ala Lys Tyr Ser Pro Leu Ser Val Leu Thr lie 
420 425 430 

Glu Pro Asp Gly Ser lie Ala Tyr Lys Glu Tyr Glu Asp Met lie Ala 
435 440 445 

Thr Lys Cys Thr Cys Arg 
450 


<210> 5909 

<211> 4343 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 5909 

nncggccgcg ggagggtcct 
60 

gcaacgccga gaccgcgagc 
120 

cccaaggatc cgccggggaa 
180 

gaagcggcgg cggcggcgcc 
240 

aaatacaaag gactgaagtt 
300 

agcaatatgg aatattttgt 
360 

aaattgtcaa tgagaaataa 
420 

atcatgcgta aaggggtgct 
480 

cctgaggaac tttttattgg 
540 

tttgctacaa atgctcacac 
600 

aagcagaccc atgagaaatg 
660 

aagcatccta atactattga 
720 

gtgatggaat attgcttagg 
780 

caggaagtgg agatcgctgc 
840 

tctcatgcat tgattcatag 
.900 

caggtaaaac tagctgattt 
960 

ggcacacctt actggatggc 
1020 

gggaaagttg atatttggtc 
1080 

ccccttttca acatgaatgc 
1140 

acgttacagt ctaatgaatg 
1200 


tgtggcgccg ggcggcgggg 
agaggctgcg cacagccgga 
caagccacag gagagcgact 
gggcccgggg gtggtgacag 
ataaaagaga aaagagaagt 
gccacacaca aaaaggtact 
agctaactga tatcaaaaag 
gaaggaccca gagattgccg 
tttgcatgaa attggacatg 
cagtgaggtg gtggcaatta 
gcaagatatt cttaaggaag 
gtacaaaggc tgttacttga 
ctcagcctct gatttattag 
cattactcat ggagccttgc 
ggatattaaa gcaggaaata 
tggatctgct tcaatggctt 
tccagaggtg atcttagcta 
acttggcatc acttgtattg 
aatgagtgcc ttatatcaca 
gacagactcc tttaggagat 


tcctgcgtgg agagtgggac 
tccggcactc agcgaccgga 
caggaacaag tgtgggagag 
caggtctgag gttgcatcat 
ttgctgctaa aatgaatctg 
gaagatttac cccccaaaaa 
cagagcctgc tctactggcc 
atctattcta caaagatgat 
gaagttttgg agcagtttat 
agaagatgtc ctatagtggg 
ttaaattttt acgacaattg 
aagaacacac tgcttggttg 
aagttcataa aaaaccactt 
atggactagc ctacctacat 
ttcttctaac agagccaggt 
ctcctgccaa ctccttcgtg 
tggatgaagg acagtatgat 
aattggcgga acggaagccg 
ttgcccagaa tgactcccca 
ttgttgatta ctgcttgcag 
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aaaatacctc aggaaaggcc 
1260 

gaccggccac tacgtgtcct 
1320 

ctagataacc tacagtaccg 
1380 

cccttgaatg agtcacagga 
1440 

gaaatggaca gcctgggcag 
1500 

cagagcagca gtgtgaacag 
1560 

atgatgcacg atgacgaaag 
1620 

catgtattca taagggatga 
1680 

cagtcagttc agagccaggc 
1740 

tcagcatctt tggttacacg 
1800 

cagatgtcag gttataagcg 
1860 

aacaagctga aggctgagat 
1920 

catgccaaca actcgtccat 
1980 

gaaaaggagg caaaggtagc 
2040 

cagcagaaga aagatttgac 
2100 

aaggaaaaaa taaaagagga 
2160 

gagcggatct tcaaacataa 
2220 

cttctcactt caacaggaga 
2280 

ataatgatca agcggcacga 
2340 

aggaccatga aggagatgga 
2400 

ctagagtaca ggcagctgca 
2460 

caccagacgg aactggaaaa 
2520 

agaaagcatg tcatggaact 
2580 

attaaaaaac agtttcagga 
2640 

aatcaccagt tggaagttac 
2700 

gatgagcaga caagaaaact 
2760 

atgatggcct ctcaagcgtt 
2820 


aacatcagca gaactattaa 
cattgacctc atacagagga 
aaaaatgaaa aaaatacttt 
ggatgaggaa gacagtgaac 
caaccattcc attccaagca 
catgcaggaa gtcatggacg 
cacaatcaat tccagctcct 
ggcgggccac ggcgatccca 
cctccactac cggaacagag 
acagatccat gagcatgagc 
gatgcggcgc cagcaccaga 
ggacgagcac cgcctcaagc 
cgagctggag aagctggcca 
tgcagcagat gagaagaagt 
aactttctta gaaagtcaga 
aatgaatgag gaccatagca 
agagaacttg caacacacac 
ctggactacg accaaaaatt 
ggtggagcag cagaacattc 
gcatgccatg ctaatccggc 
cacgttacag aagctacgga 
ccagctggag tacaataaga 
tcggcaacag ccaaaaaact 
cacttgcaaa gtacagacca 
tccaaagaat gagcacaaaa 
tgccattttg gcagagcagt 
acggctagat gaggctcaag 


ggcatgactt tgttcgacga 
caaaagatgc agttcgtgag 
tccaagagac acggaatgga 
atggaaccag cctgaacagg 
tgtccgtgag cacaggcagc 
agagcagttc cgaacttgtc 
ccgtcgtgca taagaaagat 
ggcctgagcc gcggcctacc 
agcgctttgc cacgatcaaa 
aggagaacga gttgcgggaa 
agcagctgat cgccctggag 
tacagaagga ggtggagacg 
agaagcaagt ggctatcata 
tccagcaaca gatcttggcc 
agaagcagta taagatttgt 
cacccaagaa agagaagcaa 
aggctgaaga ggaagcccac 
gtcgtttctt caagcggaaa 
gggaggaact aaataaaaag 
acgacgagtc cacccgagag 
tggatctgat ccgtttacag 
ggcgagaaag agaactgcac 
taaaggccat ggaaatgcaa 
aacagtataa agcactcaag 
caatcttaaa gacactgaaa 
atgaacagag tataaatgaa 
aagcagaatg ccaggccttg 
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aggctacagc tccagcagga 
2880 

caaacagagg cacaacatga 
2940 

agagcacacc ttgagcagaa 
3000 

gagagaataa agaacctatt 
3060 

agcctcagaa tgggatttgg 
3120 

tgagattaaa ttttttgcca 
3180 

cagaccctgc aaaaccacat 
3240 

ttactcttac tgacatcgtg 
3300 

ccttcctccc cccgtgtcaa 
3360 

cagtacacgt cacagtattg 
3420 

tttaacaaaa ccaataaacc 
3480 

ctcattacca ccaatctgtg 
3540 

agagagacac aatatccgca 
3600 

tttatttttt tggtatttat 
3660 

aaatttgata cattttacag 
3720 

acttttttgg ggacgggggg 
3780 

tggcaagagt ttaacttgtc 
3840 

tgcagaggat gtgaatacac 
3900 

tggcaaatcg tgtattttgt 
3960 

attgtatttt aactgtttct 
4020 

cctccctcct tttccagttc 
4080 

tgatcttttt ctttatctcc 
4140 

cattattcac actttcaaac 
4200 

ggctttactt cttttgcatg 
4260 

aagagcatga taactgtcag 
4320 

aaaaaaaaaa aaaaaaaaaa 
4343 

<210> 5910 


aatggagctg ctcaacgcct 
acgtgagctc cagaagctag 
gattgaagag gagctggctg 
ggaaaggcaa gagcgagaga 
gaatttggtt acattagatt 
tttacaaaaa aaaaaaaaaa 
tccccatttt aacgggcgtt 
tcggactagt gcctgtttat 
ctttcagtgc tggccaaaac 
atgtgattca aaatgtttca 
aacaacaaaa aaagtggatg 
aaagtaaagc aaaaaataat 
gccttacacc ttaactagct 
tcatcaggaa taaaaaaaac 
aaactaattg tgatgtacat 
tgggtggggt gaagagatct 
ttcagcatat tctgattgta 
ttaaggagct cacagaatcc 
gtatagaagg aatttaagga 
ctgatcaaat ttttttactt 
agtatttgga gttcaacact 
cttccccttc ctaagtccca 
tgtgtatttt cttacaataa 
cactttaaaa acaaaacaaa 
agcttttaat tatatttgta 
aaa 


accagagcaa aatcaagatg 
agcagagagt gtctctgcgc 
cccttcagaa ggaacgcagc 
ttgaaacttt tgacatggag 
ttcctaagga ggactacaga 
aaagaaaaca aaaaaaaatt 
gctctcactc tctctctctc 
tcttactcca tcaggggccc 
ctggccgtct cttctattca 
gtgaaaactt tggagacagt 
tatattgctt taagcaatca 
aataataaat gccaaggggg 
gctgcattat tttattttat 
aaagttttat taaagattga 
atcagtggtg acatattatt 
tgtgattttt aagaacctgc 
tcataatcat tttctgctgt 
cagtagcaca aattgggctt 
gaggtattac ttattttcat 
cctcctcctg ttcctcccca 
gtctctcaat cagatcatct 
tttcttggtc ataaatattg 
aaaatgatga aaaaaaaaaa 
acatttttca ggttccaagg 
aataaaagtg ttcatcacaa 
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<2H> 899 
<212> PRT 

<213> Homo sapiens 


<4 00> 5910 


Met 

Arg 

Lys 

Gly 

Val 

Leu 

Lys 

Asp 

Pro 

Glu 

lie 

Ala 

Asp 

Leu 

Phe 

Tyr 

1 




5 





10 





15 


Lys Asp 

Asp 

Pro 

Glu 

Glu 

Leu 

Phe 

He Gly 

Leu 

His 

Glu 

lie 

Gly 

His 




20 





25 





30 



Gly Ser 

Phe Gly 

Ala 

Val 

Tyr 

Phe 

Ala 

Thr 

Asn 

Ala 

His 

Thr 

Ser 

Glu 



35 





40 





45 




val 

Val 

Ala 

lie 

Lys 

Lys 

Met 

Ser 

Tyr 

Ser 

Gly 

Lys 

Gin 

Thr 

His 

Glu 


50 





55 





60 





Lys 

Trp 

Gin 

Asp 

lie 

Leu 

Lys 

Glu 

Val 

Lys 

Phe 

Leu 

Arg 

Gin 

Leu 

Lys 

65 





70 





75 





80 

His 

Pro 

Asn 

Thr 

lie 

Glu 

Tyr Lys 

Gly Cys 

Tyr 

Leu 

Lys 

Glu 

His 

Thr 





85 





90 





95 


Ala 

Trp 

Leu 

Val 

Met 

Glu 

Tyr 

Cys 

Leu Gly 

Ser 

Ala 

Ser 

Asp 

Leu 

Leu 




100 





105 





110 



Glu 

Val 

His 

Lys 

Lys 

Pro 

Leu 

Gin 

Glu 

Val 

Glu 

lie 

Ala 

Ala 

lie 

Thr 



115 





120 





125 




His Gly 

Ala 

Leu 

His 

Gly 

Leu 

Ala 

Tyr 

Leu 

His 

Ser 

His 

Ala 

Leu 

lie 


130 





135 





140 





His Arg 

Asp 

lie 

Lys 

Ala 

Gly Asn 

lie 

Leu 

Leu 

Thr 

Glu 

Pro 

Gly 

Gin 

145 





150 





155 





160 

Val 

Lys 

Leu 

Ala 

Asp 

Phe 

Gly Ser 

Ala 

Ser 

Met 

Ala 

Ser 

Pro 

Ala 

Asn 





165 





170 





175 


Ser 

Phe 

val Gly 

Thr 

Pro 

Tyr 

Trp 

Met 

Ala 

Pro 

Glu 

Val 

lie 

Leu 

Ala 




180 





185 





190 



Met 

Asp 

Glu Gly 

Gin 

Tyr 

Asp Gly 

Lys Val 

Asp 

lie 

Trp 

Ser 

Leu 

Gly 



195 





200 





205 




He 

Thr 

Cys 

lie 

Glu 

Leu 

Ala 

Glu 

Arg 

Lys 

Pro 

Pro 

Leu 

Phe 

Asn 

Met 


210 





215 





220 





Asn 

Ala 

Met 

Ser 

Ala 

Leu 

Tyr 

His 

lie 

Ala 

Gin 

Asn 

Asp 

Ser 

Pro 

Thr 

225 





230 





235 





240 

Leu 

Gin 

Ser 

Asn 

Glu 

Trp 

Thr Asp 

Ser 

Phe 

Arg 

Arg 

Phe 

Val 

Asp 

Tyr 





245 





250 





255 


Cys 

Leu 

Gin 

Lys 

lie 

Pro 

Gin 

Glu 

Arg 

Pro 

Thr 

Ser 

Ala 

Glu 

Leu 

Leu 




260 





265 





270 



Arg His 

Asp 

Phe 

Val 

Arg 

Arg Asp 

Arg 

Pro 

Leu 

Arg 

Val 

Leu 

lie 

Asp 



275 





280 





285 




Leu 

lie 

Gin Arg 

Thr 

Lys 

Asp Ala 

Val Arg 

Glu 

Leu 

Asp 

Asn 

Leu 

Gin 


290 





295 





300 





Tyr Arg 

Lys 

'Met 

Lys 

Lys 

lie 

Leu 

Phe 

Gin 

GlU 

Thr 

Arg 

Asn 

Gly 

Pro 

305 





310 





315 





320 

Leu 

Asn 

Glu 

Ser 

Gin 

Glu 

Asp Glu 

Glu Asp 

Ser 

Glu 

His 

Gly 

Thr 

Ser 





325 





330 





335 


Leu. 

Asn 

Arg Glu 

Met 

Asp 

Ser 

Leu 

Gly Ser 

Asn 

His 

Ser 

lie 

Pro 

Ser 




340 





345 





350 



Met 

Ser 

Val 

Ser 

Thr 

Gly 

Ser 

Gin 

Ser 

Ser 

Ser 

Val 

Asn 

Ser 

Met 

Gin 



355 





360 





365 




Glu 

Val 

Met 

Asp 

Glu 

Ser 

Ser 

Ser 

Glu 

Leu 

Val 

Met 

Met 

His 

Asp 

Asp 


370 





375 





380 





Glu 

Ser 

Thr 

lie 

Asn 

Ser 

Ser 

Ser 

Ser 

Val 

Val 

His 

Lys 

Lys 

Asp 

His 
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385 





390 





395 





400 

Val 

Phe 

lie 

Arg 

Asp 

Glu 

Ala 

Gly 

His 

Gly 

Asp 

Pro 

Arg 

Pro 

Glu 

Pro 





405 





410 





415 


Arg 

Pro 

Thr 

Gin 

Ser 

Val 

Gin 

Ser 

Gin 

Ala 

Leu 

His 

Tyr 

Arg 

Asn 

Arg 




420 





425 





430 



Glu Arg 

Phe 

Ala 

Thr 

lie 

Lys 

Ser 

Ala 

Ser 

Leu 

Val 

Thr 

Arg 

Gin 

lie 



435 





440 





445 




His 

Glu 

His 

Glu 

Gin 

Glu 

Asn 

Glu 

Leu 

Arg 

Glu 

Gin 

Met 

Ser 

Gly 

Tyr 


450 





455 





460 





Lys 

Arg 

Met 

Arg 

Arg 

Gin 

His 

Gin 

Lys 

Gin 

Leu 

lie 

Ala 

Leu 

Glu 

Asn 

465 





470 





475 





480 

Lys 

Leu 

Lys 

Ala 

Glu 

Met 

Asp 

Glu 

His 

Arg 

Leu 

Lys 

Leu 

Gin 

Lys 

Glu 





485 





490 





495 


Val 

Glu 

Thr 

His 

Ala 

Asn 

Asn 

Ser 

Ser 

lie 

Glu 

Leu 

Glu 

Lys 

Leu 

Ala 




500 





505 





510 



Lys 

Lys 

Gin 

Val 

Ala 

lie 

lie 

Glu 

Lys 

Glu 

Ala 

Lys 

Val 

Ala 

Ala 

Ala 



515 





520 





525 




Asp 

Glu 

Lys 

Lys 

Phe 

Gin 

Gin 

Gin 

lie 

Leu 

Ala 

Gin 

Gin 

Lys 

Lys 

Asp 


530 





535 





540 





Leu 

Thr 

Thr 

Phe 

Leu 

Glu 

Ser 

Gin 

Lys 

Lys 

Gin 

Tyr 

Lys 

lie 

Cys 

Lys 

545 





550 





555 





560 

Glu 

Lys 

lie 

Lys 

Glu 

Glu 

Met 

Asn 

Glu 

Asp 

His 

Ser 

Thr 

Pro 

Lys 

Lys 





565 





570 





575 


Glu 

Lys 

Gin 

Glu 

Arg 

lie 

Phe 

Lys 

His 

Lys 

Glu 

Asn 

Leu 

Gin 

His 

Thr 




580 





585 





590 



Gin 

Ala 

Glu 

Glu 

Glu 

Ala 

His 

Leu 

Leu 

Thr 

Ser 

Thr 

Gly 

Asp 

Trp 

Thr 



595 





600 





605 




Thr 

Thr 

Lys 

Asn 

Cys 

Arg 

Phe 

Phe 

Lys 

Arg 

Lys 

lie 

Met 

lie 

Lys 

Arg 


610 





615 





620 





His 

Glu 

Val 

Glu 

Gin 

Gin 

Asn 

lie 

Arg 

Glu 

Glu 

Leu 

Asn 

Lys 

Lys 

Arg 

625 





630 





635 





640 

Thr 

Met 

Lys 

Glu 

Met 

Glu 

His 

Ala 

Met 

Leu 

lie 

Arg 

His 

Asp 

Glu 

Ser 





645 





650 





655 


Thr 

Arg 

Glu 

Leu 

Glu 

Tyr 

Arg 

Gin 

Leu 

His 

Thr 

Leu 

Gin 

Lys 

Leu 

Arg 




660 





665 





670 



Met 

Asp 

Leu 

lie 

Arg 

Leu 

Gin 

His 

Gin 

Thr 

Glu 

Leu 

Glu 

Asn 

Gin 

Leu 



675 





680 





685 




Glu Tyr 

Asn 

Lys 

Arg 

Arg 

Glu 

Arg 

Glu 

Leu 

His 

Arg 

Lys 

His 

Val 

Met 


690 





695 





700 





Glu 

Leu Arg 

Gin 

Gin 

Pro 

Lys 

Asn 

Leu 

Lys 

Ala 

Met 

Glu 

Met 

Gin 

lie 

705 





710 





715 





720 

Lys 

Lys 

Gin 

Phe 

Gin 

Asp 

Thr 

Cys 

Lys 

Val 

Gin 

Thr 

Lys 

Gin 

Tyr 

Lys 





725 





730 





735 


Ala 

Leu Lys 

Asn 

His 

Gin 

Leu 

Glu 

Val 

Thr 

Pro 

Lys 

Asn 

Glu 

His 

Lys 




740 





745 





750 



Thr 

lie 

Leu 

Lys 

Thr 

Leu 

Lys 

Asp 

Glu 

Gin 

Thr 

Arg 

Lys 

Leu 

Ala 

lie 



755 





760 





765 


- 


Leu 

Ala 

Glu 

Gin 

Tyr 

Glu 

Gin 

Ser 

lie 

Asn 

Glu 

Met 

Met 

Ala 

Ser 

Gin 


770 





775 





780 





Ala 

Leu 

Arg 

Leu 

Asp 

Glu 

Ala 

Gin 

Glu 

Ala 

Glu 

Cys 

Gin 

Ala 

Leu 

Arg 

785 





790 





795 





800 

Leu 

Gin 

Leu 

Gin 

Gin 

Glu 

Met 

Glu 

Leu 

Leu 

Asn 

Ala 

Tyr 

Gin 

Ser 

Lys 





805 





810 





815 


He 

Lys 

Met 

Gin 

Thr 

Glu 

Ala 

Gin 

His 

Glu Arg 

Glu 

Leu 

Gin 

Lys 

Leu 
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820 825 830 

Glu Gin Arg Val Ser Leu Arg Arg Ala His Leu Glu Gin Lys lie Glu 
835 840 845 

Glu Glu Leu Ala Ala Leu Gin Lys Glu Arg Ser Glu Arg lie Lys Asn 
850 855 860 

Leu Leu Glu Arg Gin Glu Arg Glu lie Glu Thr Phe Asp Met Glu Ser 

865 870 875 880 

Leu Arg Met Gly Phe Gly Asn Leu Val Thr Leu Asp Phe Pro Lys Glu 

885 890 895 

Asp Tyr Arg 


<210> 5911 

<211> 645 

<212> DNA 

<213 > Homo sapiens 

<400> 5911 

nnaagtactt aagatggaaa gccagaaatc ccggtcttgt gcttcgctca cgctgggagc 
60 

tgtagaccgg agctgttcct attcggcaat cttggctctt ccgcagagga tctcattttg 
120 

cccgacggtg gtactccagc aggtacttca agtccagctt cttcatcttc ccttctcaac 
180 

agacttcagc ttgatgatga tattgatggt gagactagag atctcttcgt tatagtcgat 
240 

gatcccaaga agcatgtgtg tacaatggag acttacatca cctataggat caccaccaaa 
300 

agtactcggg tggagtttga cctgccagaa tattctgttc gtcgaagata ccaggatttt 
360 

gactggttga ggagcaaact ggaagaatcc cagcccactc atctcattcc ccctcttccc 
420 

gagaagtttg tggtaaaagg tgttgtggat cgtttttcag aagagtttgt ggagaccaga 
480 

agaaaagctt tggataaatt tctaaaaaga attacggacc atcctgtgct gtctttcaat 
54 0 

gaacacttta atattttcct tactgctaag gacctgaacg cctacaagaa gcaagggata 
600 

gcattgctga ccagaatggg cgagtcagtc aagcacgtca cgcgt 
645 

<210> 5912 
< 211 > 211 
<212> PRT 
<213 > Homo sapiens 

<400> 5912 

Asp Gly Lys Pro Glu He Pro Val Leu Cys Phe Ala His Ala Gly Ser 
15 10 15 

Cys Arg Pro Glu Leu Phe Leu Phe Gly Asn Leu Gly Ser Ser Ala Glu 
20 25 30 

Asp Leu lie Leu Pro Asp Gly Gly Thr Pro Ala Gly Thr Ser Ser Pro 
35 40 45 

Ala Ser Ser Ser Ser Leu Leu Asn Arg Leu Gin Leu Asp Asp Asp lie 
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50 55 60 

Asp Gly Glu Thr Arg Asp Leu Phe Val lie Val Asp Asp Pro Lys Lys 

65 70 75 80 

His Val Cys Thr Met Glu Thr Tyr He Thr Tyr Arg lie Thr Thr Lys 

85 90 95 

Ser Thr Arg Val Glu Phe Asp Leu Pro Glu Tyr Ser Val Arg Arg Arg 
100 105 110 

Tyr Gin Asp Phe Asp Trp Leu Arg Ser Lys Leu Glu Glu Ser Gin Pro 
115 120 125 

Thr His Leu lie Pro Pro Leu Pro Glu Lys Phe Val Val Lys Gly Val 
130 135 140 

Val Asp Arg Phe Ser Glu Glu Phe Val Glu Thr Arg Arg Lys Ala Leu 

145 150 155 160 

Asp Lys Phe Leu Lys Arg lie Thr Asp His Pro Val Leu Ser Phe Asn 

165 170 175 

Glu His Phe Asn lie Phe Leu Thr Ala Lys Asp Leu Asn Ala Tyr Lys 
180 185 190 

Lys Gin Gly lie Ala Leu Leu Thr Arg Met Gly Glu Ser Val Lys His 
195 200 205 

Val Thr Arg 
210 

<210> 5913 

<211> 2495 

<212 > DNA 

<213> Homo sapiens 

<400> 5913 

attttttttt tttttttttt tttttttttt tttttttttt tttttaatct tctcttcctc 
60 

cattttatag ggagaaaacc aagccactgg ccccgttaca cagcaagtta gtagtaagac 
120 

tgagattcga accctggtca aacagacttt ccattttgtt ccactgactc agtcttctct 
180 

tttacacttg aatcagactt ttagttttat tgtagttttt gagtccatag ctgtcttcct 
' 240 

gtactgtctt gactctttga ctaaactgat ttcacatctt taaaattatg ctttcctttt 
300 

aggctcattt ttagctcagc tgttgacagc tatttttaaa tgtaacatga cataatatat 
360 

ttcctaaata atttaaaata atctagcttg agctgctctg aaggttagtc agttggtggt 
420 

gtgcatagag gtagagcctt cccccactct caaggatgct gtgaggggta ttcctaccat 
480 

gtggtgagtt gggaggtttt cctgaggtcc ttttccatcc tgagactctg gttttccatt 
540 

ttgtttctca caggccaggg ctttgaccga cacttgtttg ctctgcggca tctggcagca 
600 

gcanaaggga tcatcttgcc tgagctctac ctggaccctg catacgggca gataaaccac 
660 

aatgtcctgt ccacgagcac actgagcagc ccagcagtga accnttgtag gtttgcccct 
720 

gtggtctctg atgcttttgg tgttgggtat gctgttcatg acaactggat aggctgcaat 
780 
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gtctcttcct acccaggccg 
840 

gaagacatgt ttgatgcctt 
900 

aaagctacca tcacttcctc 
960 

gtaatcccag cattttgaga 
1020 

ccaacctggc caacatggtg 
1080 

tggtggcatg tgcctataat 
1140 

aggaggtgga ggttgcagtg 
1200 

gcgagactgt ctcaaaaaaa 
1260 

tgctattctg tgaaactaat 
1320 

aattcatggt tttaaagcta 
1380 

acaagagatt taagttttaa 
1440 

ggtgtattta ttgtttaagc 
1500 

ttcttttaac ctaattccta 
1560 

caggtaacag tacgtcacca 
1620 

catctctgta aacttgccct 
1680 

ttcctaagga gtgaactgct 
1740 

ttacttcacc ttcatgcacc 
1800 

agctgtaata aagtccagca 
1860 

ggtcaaagga acgagcctct 
1920 

cttaagggca actgggaagg 
1980 

agattcccac agactcctgg 
2040 

taatgtcact gaaggctgtc 
2100 

ggaaatcaac tggttcaagg 
2160 

tgtcttcagc attgtaaggc 
2220 

cacacagctt gcacttctgg 
2280 

tgtccatcag ccggatgtac 
2340 

tcttcaggta ccaccggaag 
2400 


caatgcccgg gagtttctcc 
agaaggcaaa tccatcaaaa 
atcatgaaaa ctgggaggcc 
ggctgaggcg ggtggatcac 
aaaccttgtc tctactaaaa 
cccagctact tgggaggttg 
agctgagatc acaccactgc 
caaaaaagaa aaaaaaactg 
cataagctgc ctaggcagcc 
aacgtaattt ccacttggga 
gggcatttaa tcaggaggaa 
agaaataaag tttaattttt 
atcctcacaa agatctttcc 
ttggcttctg gctcattgag 
tgactgggga gataccatct 
gctgcacgaa ttcttatttg 
agtgcagcgt gaacaggggc 
tgcagattgt gaaggtttcg 
gtgggctctg ctgcttagag 
aagagggatc agcacttcac 
gccttttcat catagtcagt 
cctgactcca caccttcagc 
ccccggcact caaactccac 
ttgatggtgc tgcttaaaat 
accatggaag cactgccacg 
tgccacttgt ccgaaatctc 
tcctcgccca cgggccggag 


aatgtgtgga gaaggctnta 
gttaacttct gggcagatga 
gggcatggtg gctcatgcct 
ttgaggtcag gagtttgaga 
atacaaaaat tagctgggtg 
aagcagaatt gcttgaaccc 
actccggcct gggcgacaga 
gggcctgtgt agccagtggg 
agctacaggc ttgagcttta 
ctagatcaca actgaagata 
aggtttggaa aactaactca 
gcttgaagat ggttcctaat 
aacagcaagt tcagtaagtt 
tgatggtggg atcgcggttt 
ccttaaaaat actcttcatt 
tggagggagt agctgcctcc 
tttattgatg gggcttggga 
tatagccacc aggagacaag 
tactttgtcc tttctcagtt 
aaactggtgg gtgacctcat 
ccagtccttc tcctgcagat 
agcaaaccca gcctgcggct 
tattgtcttg aagttctcat 
ctcgatggaa ttttctcttg 
gccccccttc agtgccacac 
accacagttg ccacatttca 
gttggtgatg ttctccagcg 
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tggctttgag ttgcagcgcg attttcccca tggtagccct ctccgcccgg tgctggctgc 
2460 

ggcccttgcc gttgctttcc ggcgcgtcgt aaaag 
2495 

<210> 5914 
<211> 158 
<212 > PRT 

<213 > Homo sapiens 
<4 00> 5914 


Ser 

Val 

Gly 

Gly 

Val 

His 

Arg 

Gly Arg 

Ala 

Phe 

Pro 

His 

Ser 

Gin 

Gly 

1 




5 





10 





15 


Cys 

Cys 

Glu 

Gly 

Tyr 

Ser 

Tyr 

His 

Val 

Val 

Ser 

Trp 

Glu 

Val 

Phe 

Leu 




20 





25 





30 



Arg 

Ser 

Phe 

Ser 

lie 

Leu 

Arg 

Leu Trp 

Phe 

Ser 

lie 

Leu 

Phe 

Leu 

Thr 



35 





40 





45 




Gly 

Gin 

Gly 

Phe 

Asp 

Arg 

His 

Leu 

Phe 

Ala 

Leu 

Arg 

His 

Leu 

Ala 

Ala 


50 





55 





60 





Ala 

Xaa 

Gly 

lie 

lie 

Leu 

Pro 

Glu 

Leu 

Tyr 

Leu 

Asp 

Pro 

Ala 

Tyr 

Gly 

65 





70 





75 





80 

Gin 

He 

Asn 

His 

Asn 

Val 

Leu 

Ser 

Thr 

Ser 

Thr 

Leu 

Ser 

Ser 

Pro 

Ala 





85 





90 





95 


Val 

Asn 

Xaa 

Cys 

Arg 

Phe 

Ala 

Pro 

Val 

Val 

Ser 

Asp 

Ala 

Phe 

Gly 

val 




100 





105 





110 



Gly 

Tyr 

Ala 

Val 

His 

Asp 

Asn 

Trp 

lie 

Gly 

Cys 

Asn 

Val 

Ser 

Ser 

Tyr 



115 





120 





125 




Pro 

Gly 

Arg 

Asn 

Ala 

Arg 

Glu 

Phe 

Leu 

Gin 

Cys 

Val 

Glu 

Lys 

Ala 

Xaa 


130 





135 





140 





Glu 

Asp 

Met 

Phe 

Asp 

Ala 

Leu 

Glu Gly 

Lys 

Ser 

lie 

Lys 

Ser 



145 





150 





155 







<210> 5915 
<211> 457 
<212> DNA 

<213 > Homo sapiens 
<400> 5915 

taccgaagac tcagcaactc cagcctctgt agcattgaag aagagcaccg aatggtgtat 
60 

gaaatggtac agcggattct cttgtcaaca cgaggttatg tcaacttcgt gaatgaagta 
120 

tttcaccagg catttttgtt gccttcctgt gagatagctg taacaagaaa agtagttcaa 
180 

gtgtacagaa agtggattct ccaggacaaa cctgtgttca tggaggagcc agatagaaaa 
240 

gatgttgccc aagaagatgc tgaaaaatta ggattttccg agactgatag caaggaggcc 
300 

tcatctgaaa gttctggtca taaacgatct tccagttggg gacgcacata ctccttcaca 
360 

agtgcaatga gcagagggtg tgtgacagag gaggaaaata caaatgtgaa agccggcgtc 
420 

caggctttgt tgcaggtatt tttggcgaac tctgcag 
457 
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<210> 5916 

<211> 152 

<212> PRT 

<213 > Homo sapiens 

<400> 5916 

Tyr Arg Arg Leu Ser Asn Ser Ser Leu Cys Ser lie Glu Glu Glu His 
15 10 15 

Arg Met Val Tyr Glu Met Val Gin Arg lie Leu Leu Ser Thr Arg Gly 
20 25 30 

Tyr Val Asn Phe Val Asn Glu Val Phe His Gin Ala Phe Leu Leu Pro 
35 40 45 

Ser Cys Glu lie Ala Val Thr Arg Lys Val Val Gin Val Tyr Arg Lys 
50 55 60 

Trp lie Leu Gin Asp Lys Pro Val Phe Met Glu Glu Pro Asp Arg Lys 

65 70 75 80 

Asp Val Ala Gin Glu Asp Ala Glu Lys Leu Gly Phe Ser Glu Thr Asp 

85 90 95 

Ser Lys Glu Ala Ser Ser Glu Ser Ser Gly His Lys Arg Ser Ser Ser 
100 105 110 

Trp Gly Arg Thr Tyr Ser Phe Thr Ser Ala Met Ser Arg Gly Cys Val 
115 120 125 

Thr Glu Glu Glu Asn Thr Asn Val Lys Ala Gly Val Gin Ala Leu Leu 
130 135 140 

Gin Val Phe Leu Ala Asn Ser Ala 
145 150 

<210> 5917 

<211> 3727 

<212 > DNA 

<213> Homo sapiens 

<400> 5917 

gcttgcggcc gcgtgacggt ggcgcacaag aaggctccgc cggccctgat cgacgagtgc 
60 

atcgagaagt tcaatcacgt cagcggcagc cgggggtccg agagcccccg ccccaacccg 
120 

ccccatgccg cgcgccacag ggagccagga cctgtgcgca ggcccatgcg caagtccttc 
180 

tcccagcccg gcctgcgctc gctggccttt aggaaggagc tgcaggatgg gggcctccga 
240 

agcagcggct tcttcagctc cttcgaggag agcgacattg agaaccacct cattagcgga 
300 

cacaatattg tgcagcccac agatatcgag gaaaatcgaa ctatgctctt cacgattggc 
360 

cagtctgaag tttacctcat cagtcctgac accaaaaaaa tagcattgga gaaaaatttt 
420 

aaggagatat ccttttgctc tcagggcatc agacacgtgg accactttgg gtttatctgt 
480 

cgggagtctt ccggaggtgg cggctttcat tttgtctgtt acgtgtttca gtgcacaaat 
540 

gaggctctgg ttgatgaaat . tatgatgacc ctgaaacagg ccttcacggt ggccgcagtg 
600 
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cagcagacag 

660 

aagctctgtg 

720 

cacctgacga 

780 

agaccgagaa 

840 

gaagagaaac 

900 

gcagagaata 

960 

aaaaacaaag 

1020 

aaagccagag 

1080 

acattaagta 

1140 

gagagctcct 

1200 

ctcccagaag 

1260 

ctgagtcact 

1320 

gtttcgcaaa 

1380 

aaggactttg 

1440 

cggaggcatt 

1500 

gattcttcca 

1560 

ttagaaccag 

1620 

ctcgtgagct 

1680 

atggagaagg 

1740 

aagctcgatt 

1800 

atgcttagca 

1860 

gttgggcaag 

1920 

ttccacctta 

1980 

ctcttaaagc 

2040 

cctacacacc 

2100 

ttgaaggcct 

2160 

gcaggcattt 

2220 


ctaaggcgcc 

agaggataga 

cattaaccaa 

atgagcagcg 

agaaagaaca 

ttggaagtga 

caaagagatc 

gcctgcagga 

acaccagcaa 

ttaagctcct 

agccagctcc 

tccccatcga 

ggaaacttat 

aatccaaagc 

cctggaggca 

gcagatatga 

tttgtgaaga 

ccgagagctg 

aaaatcagaa 

atgaagaaat 

ctccaggaag 

gtgtgccacg 

aacaccagtt 

agctgacttc 

catacttctc 

actcacttct 

tgcttcttca 


agcccagctg 

gggaatgaat 

tcaggagcag 

agagaatgaa 

catccatatt 

attaccaccc 

tttaacagag 

acactccatc 

agagccatct 

cggctcctcg 

gctgtcgccc 

atgccaggaa 

gaggtatcac 

aaaccatctt 

gcagatattc 

agattattca 

tgggcccttt 

tggcaaaggg 

gctccaagcc 

tactccctgt 

atcaaaaatt 

tcatcaccga 

tcccagcaaa 

ccagcagcat 

tgcccagctt 

agaccaggaa 

tatgagtgag 


tgtgagggct 

tcttccaaaa 

gcgactattt 

ttgattattt 

ggggagatga 

agtgccactc 

tctttagaaa 

agtgtggatc 

gtgtgtgaaa 

gaggacctgt 

cagcaggcct 

cctccacaac 

tcagtgagca 

ggtgattctg 

ctccgagtag 

gagctgggag 

ggcccccacc 

ctattcttca 

tctgaaaatg 

cttaaagaag 

aagtttgaca 

ggtgaaatct 

cagcagccaa 

gcgattctta 

ggagcaggac 

gtgggatatt 

gaagaggcgt 


gccccctgca 

caaaactaga 

ttgaagaggt 

cttttctgag 

agcagacatc 

gatttaggct 

gtattttgtc 

tggatagctc 

aggaggcctt 

ccagtgactc 

tcaggaggcg 

ctgcccgggg 

cagagacgcc 

gtgggactcc 

ccaccccgca 

agcttccccc 

agaggaaaag 

acagatactg 

atttgctgaa 

taactacagt 

tggaaaaaat 

ggaaatttct 

aggatgtgcc 

ttgaccttgg 

agctatcgct 

gccaaggtct 

ttaaaatgct 


aagcctgcac 

actgcaaaag 

tcagaaattg 

atgtttatat 

gcagatggca 

agatatgctg 

ccggggtaat 

cctgtctagt 

gcccatctct 

ggagagtcat 

agcaaacacc 

gtccccgggg 

tcatgaacga 

tgtgaagacc 

gaaggcgtgc 

acgatctcct 

aaaaggacat 

cntgcttaga 

caagcgcctg 

gtgggaaaag 

gcactcggct 

agctgagcaa 

atacaaagaa 

gcgaaccttt 

ttacaacatt 

cagctttgta 

caagtttctg 
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atgtttgaca tggggctgcg 
2280 

atgtaccagc tctcgaggtt 
2340 

gagcacgaga tcggccccag 
2400 

cagttcccgc tgggattcgt 
2460 

gtcatattta aagtggcttt 
2520 

gaaaacctag aaaccatagt 
2580 

cagatggaaa agaccatcaa 
2640 

tatgaagttg agtaccacgt 
2700 

aaccaaagaa tggataaatt 
2760 

ctccttgaac agttgcaggt 
2820 

aagctcctga gcagtgagag 
2880 

tcgcctgctg cagacggtgg 
2940 

gcctgagtgc acgcagcccg 
3000 

accatcacac tgtccaggcc 
3060 

agcgggaagt gtgcttctca 
3120 

tccaacttgc aattcagggg 
3180 

tcgtcccttc tccagtcctg 
3240 

aaatgcaact tatgttttct 
3300 

attcacaata cggtggaatt 
3360 

gcgtgggtcc atcgttcttc 
3420 

gcaaggtgca gttggctctc 
3480 

gatcagtgat cttgggtcat 
3540 

aagatgatga gttcagcctt 
3600 

acatttgagg actttgttct 
3660 

tgaatttgaa gatcatcaaa 

3720 

aaaaaaa 

3727 

<210> 5918 


gaaacagtat cggccagaca 
gcttcatgat taccacagag 
cctctacgct gccccctggt 
agccagagtc tttgatatga 
aagtctgttg ggaagccata 
tgactttata aaaagcacgc 
tcaggtattt gaaatggaca 
ccttcaagaa gaacttatcg 
agagaaaacc aacagcagct 
ggcaaatggt aggatccaaa 
caagctgaag caggccatgc 
aggagctgcg gcggcggagc 
agcccacggg cgactgacag 
ttaactgaga gggacagaag 
gggaggaaac cggcttgcca 
gcatgtccca gtgttttttt 
attactgtac acagtagctt 
tgttggttcc tttttgagtg 
tcaaaagctg gaagagctcg 
cgagagggtt tgtgtggcga 
gcccattctt gttatggaaa 
tgatccctgg ctcagaggat 
tatccctcgt ggttccacta 
acatcagatt ttactatttg 
ttaaataaaa tgatttattt 


tgattatttt acagatccag 
acctctacaa tcacctggag 
tcctcaccat gtttgcctca 
tttttcttca gggaacagag 
agcccttgat tctgcagcat 
tacccaacct tggcttggta 
tcgctaaaca gttacaagct 
attcctctcc tctcagtgac 
tacgcaaaca gaaccttgac 
gccttgaggc caccattgag 
ttaccttaga actggagcgg 
gcagagccca gcgaccggga 
cttgcaggag agattgcaac 
acgctggaag gagagaagga 
gcaagtagat tcttacgaac 
tgttgttttt agatactaaa 
tagatggcgt ggacgtgaat 
tcactgtgtt tgtaaagagc 
agatcatgcc tcaggcaaag 
ctacaccctc agcgtccctg 
cctaagatga tcattgggaa 
agcggtttec atcataaacc 
gatgtaactt aaaggagtta 
aatgtttaag atcactttat 
aatttggata tcctgaaaaa 
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<211> 981 
<212> PRT 
<213> Homo sapiens 


<400> 5918 


Ala 

Cys 

Gly 

Arg 

Val 

Thr 

Val 

Ala 

His 

Lys 

Lys 

Ala 

Pro 

Pro 

Ala 

Leu 

1 




5 





10 





15 


He 

Asp 

Glu 

Cys 

lie 

Glu 

Lys 

Phe 

Asn 

His 

Val 

Ser 

Gly 

Ser 

Arg 

Gly 




20 





25 





30 



Ser 

Glu 

Ser 

Pro 

Arg 

Pro 

Asn 

Pro 

Pro 

His 

Ala 

Ala 

Arg 

His 

Arg 

Glu 



35 





40 





45 




Pro Gly 

Pro 

Val 

Arg 

Arg 

Pro 

Met Arg 

Lys 

Ser 

Phe 

Ser 

Gin 

Pro 

Gly 


50 





55 





60 





Leu 

Arg 

Ser 

Leu 

Ala 

Phe 

Arg 

Lys 

Glu 

Leu 

Gin 

Asp 

Gly 

Gly 

Leu 

Arg 

65 





70 





75 





80 

Ser 

Ser 

Gly 

Phe 

Phe 

Ser 

Ser 

Phe 

Glu 

Glu 

Ser 

Asp 

lie 

Glu 

Asn 

His 





85 





90 





95 


Leu 

lie 

Ser 

Gly 

His 

Asn 

lie 

Val 

Gin 

Pro 

Thr 

Asp 

lie 

Glu 

Glu 

Asn 




100 





105 





110 



Arg 

Thr 

.Met 

Leu 

Phe 

Thr 

lie 

Gly Gin 

Ser 

Glu 

Val 

Tyr 

Leu 

lie 

Ser 



115 





120 





125 




Pro 

Asp 

Thr 

Lys 

Lys 

lie 

Ala 

Leu 

Glu 

Lys 

Asn 

Phe 

Lys 

Glu 

lie 

Ser 


130 





135 





140 





Phe 

Cys 

Ser 

Gin 

Gly 

lie 

Arg 

His 

Val 

Asp 

His 

Phe 

Gly 

Phe 

lie 

Cys 

145 





150 





155 





160 

Arg 

Glu 

Ser 

Ser 

Gly 

Gly Gly Gly 

Phe 

His 

Phe 

Val 

Cys 

Tyr 

Val 

Phe 





165 





170 





175 


Gin 

Cys 

Thr 

Asn 

Glu 

Ala 

Leu 

Val 

Asp 

Glu 

lie 

Met 

Met 

Thr 

Leu 

Lys 




180 





185 





190 



Gin 

Ala 

Phe 

Thr 

Val 

Ala 

Ala 

Val 

Gin 

Gin 

Thr 

Ala 

Lys 

Ala 

Pro 

Ala 



195 





200 





205 




Gin 

Leu 

Cys 

Glu 

Gly 

Cys 

Pro 

Leu 

Gin 

Ser 

Leu 

His 

Lys 

Leu 

Cys 

Glu 


210 





215 





220 





Arg 

lie 

Glu 

Gly 

Met 

Asn 

Ser 

Ser 

Lys 

Thr 

Lys 

Leu 

Glu 

Leu 

Gin 

Lys 

225 





230 





235 





240 

His 

Leu 

Thr 

Thr 

Leu 

Thr 

Asn 

Gin 

Glu 

Gin 

Ala 

Thr 

lie 

Phe 

Glu 

Glu 





245 





250 





255 


Val 

Gin 

Lys 

Leu 

Arg 

Pro 

Arg 

Asn 

Glu 

Gin 

Arg 

Glu 

Asn 

Glu 

Leu 

lie 




260 





265 





270 



lie 

Ser 

Phe 

Leu 

Arg 

Cys 

Leu 

Tyr 

Glu 

Glu 

Lys 

Gin 

Lys 

Glu 

His 

lie 



275 





280 





285 




His 

lie 

Gly 

Glu 

Met 

Lys 

Gin 

Thr 

Ser 

Gin 

Met 

Ala 

Ala 

Glu 

Asn 

lie 


290 





295 





300 





Gly Ser 

Glu 

Leu 

Pro 

Pro 

Ser 

Ala 

Thr 

Arg 

Phe 

Arg 

Leu 

Asp 

Met 

Leu 

305 





310 





315 





320 

Lys 

Asn 

Lys 

Ala 

Lys 

Arg 

Ser 

Leu 

Thr 

Glu 

Ser 

Leu 

Glu 

Ser 

lie 

Leu 





325 





330 





335 


Ser 

Arg 

Gly 

Asn 

Lys 

Ala 

Arg 

Gly Leu 

Gin 

Glu 

His 

Ser 

lie 

Ser 

Val 




340 





345 





350 



Asp 

Leu 

Asp 

Ser 

Ser 

Leu 

Ser 

Ser 

Thr 

Leu 

Ser 

Asn 

Thr 

Ser 

Lys 

Glu 



355 





360 





365 




Pro 

Ser 

Val 

Cys 

Glu 

Lys 

Glu 

Ala 

Leu 

Pro 

lie 

Ser 

Glu 

Ser 

Ser 

Phe 


370 





375 





380 





Lys 

Leu 

Leu 

Gly 

Ser 

Ser 

Glu Asp 

Leu 

Ser 

Ser 

Asp 

Ser 

Glu 

Ser 

His 
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385 





390 





395 





400 

Leu 

Pro 

Glu 

Glu 

Pro 

Ala 

Pro 

Leu 

Ser 

Pro 

Gin 

Gin 

Ala 

Phe 

Arg 

Arg 





405 





410 





415 


Arg 

Ala 

Asn 

Thr 

Leu 

Ser 

His 

Phe 

Pro 

lie 

Glu 

Cys 

Gin 

Glu 

Pro 

Pro 



420 





425 





430 



Gin 

Pro 

Ala Arg 

Gly 

Ser 

Pro 

Gly 

Val 

Ser 

Gin Arg 

Lys 

Leu 

Met Arg 



435 





440 





445 




Tyr 

His 

Ser 

Val 

Ser 

Thr 

Glu 

Thr 

Pro 

His 

Glu Arg 

Lys 

Asp 

Phe 

Glu 


450 





455 





460 





Ser 

Lys 

Ala 

Asn 

His 

Leu 

Gly 

Asp 

Ser 

Gly 

Gly Thr 

Pro 

Val 

Lys 

Thr 

465 





470 





475 





480 

Arg Arg 

His 

Ser 

Trp 

Arg 

Gin 

Gin 

lie 

Phe 

Leu Arg 

Val 

Ala 

Thr 

Pro 





485 





490 





495 


Gin 

Lys 

Ala 

Cys 

Asp 

Ser 

Ser 

Ser 

Arg 

Tyr 

Glu Asp 

Tyr 

Ser 

Glu 

Leu 




500 





505 





510 



Gly Glu 

Leu 

Pro 

Pro 

Arg 

Ser 

Pro 

Leu 

Glu 

Pro 

Val 

Cys 

Glu Asp Gly 



515 





520 





525 




Pro 

Phe 

Gly 

Pro 

His 

Gin 

Arg 

Lys 

Arg 

Lys 

Gly His 

Leu 

Val 

Ser 

Ser 


530 





535 





540 





Glu 

Ser 

Cys 

Gly 

Lys 

Gly 

Leu 

Phe 

Phe 

Asn 

Arg 

Tyr 

Cys 

Xaa 

Leu Arg 

545 





550 





555 





560 

Met 

Glu 

Lys 

Glu 

Asn 

Gin 

Lys 

Leu 

Gin 

Ala 

Ser 

Glu 

Asn 

Asp 

Leu 

Leu 





565 





570 





575 


Asn 

Lys 

Arg 

Leu 

Lys 

Leu 

Asp 

Tyr 

Glu 

Glu 

lie 

Thr 

Pro 

Cys 

Leu Lys 




580 





585 





590 



Glu 

Val 

Thr 

Thr 

Val 

Trp 

Glu 

Lys 

Met 

Leu 

Ser 

Thr 

Pro 

Gly Arg 

Ser 



595 





600 





605 




Lys 

lie 

Lys 

Phe 

Asp 

Met 

Glu 

Lys 

Met 

His 

Ser 

Ala 

Val 

Gly Gin Gly 


610 





615 





620 





Val 

Pro 

Arg 

His 

His 

Arg 

Gly 

Glu 

lie 

Trp 

Lys 

Phe 

Leu 

Ala 

Glu 

Gin 

625 





630 





635 





640 

Phe 

His 

Leu Lys 

His 

Gin 

Phe 

Pro 

Ser 

Lys 

Gin 

Gin 

Pro 

Lys 

Asp Val 





645 





650 





655 


Pro 

Tyr 

Lys 

Glu 

Leu 

Leu 

Lys 

Gin 

Leu 

Thr 

Ser 

Gin 

Gin 

His 

Ala 

lie 




660 





665 





670 



Leu 

lie 

Asp 

Leu 

Gly 

Arg 

Thr 

Phe 

Pro 

Thr 

His 

Pro 

Tyr 

Phe 

Ser 

Ala 



675 





680 





685 




Gin 

Leu 

Gly Ala 

Gly 

Gin 

Leu 

Ser 

Leu 

Tyr 

Asn 

lie 

Leu 

Lys 

Ala 

Tyr 


690 





695 





700 





Ser 

Leu 

Leu 

Asp 

Gin 

Glu 

Val 

Gly Tyr 

Cys 

Gin Gly 

Leu 

Ser 

Phe 

Val 

705 





710 





715 





720 

Ala Gly 

lie 

Leu 

Leu 

Leu 

His 

Met 

Ser 

Glu 

Glu 

Glu 

Ala 

Phe 

Lys 

Met 





725 





730 





735 


Leu 

Lys 

Phe 

Leu 

Met 

Phe 

Asp 

Met 

Gly 

Leu 

Arg 

Lys 

Gin 

Tyr Arg 

Pro 




740 





745 





750 



Asp 

Met 

lie 

lie 

Leu 

Gin 

lie 

Gin 

Met 

Tyr 

Gin 

Leu 

Ser 

Arg 

Leu 

Leu 



755 





760 





765 




His 

Asp 

Tyr His 

Arg 

Asp 

Leu 

Tyr 

Asn 

His 

Leu 

Glu 

Glu 

His 

Glu 

lie 


770 





775 





780 





Gly Pro 

Ser 

Leu 

Tyr 

Ala 

Ala 

Pro 

Trp 

Phe 

Leu 

Thr 

Met 

Phe 

Ala 

Ser 

785 





790 





795 





800 

Gin 

Phe 

Pro 

Leu 

Gly 

Phe 

Val 

Ala 

Arg 

Val 

Phe 

Asp 

Met 

lie 

Phe 

Leu 





805 





810 





815 


Gin Gly 

Thr 

Glu 

Val 

lie 

Phe 

Lys 

Val 

Ala 

Leu 

Ser 

Leu 

Leu 

Gly Ser 
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820 





825 





830 



His 

Lys 

Pro 

Leu 

lie 

Leu 

Gin 

His 

Glu 

Asn 

Leu 

Glu 

Thr 

lie 

Val 

Asp 



835 





840 





845 




Phe 

He 

Lys 

Ser 

Thr 

Leu 

Pro 

Asn 

Leu 

Gly 

Leu 

Val 

Gin 

Met 

Glu 

Lys 


850 

, 




855 





860 





Thr 

lie 

Asn 

Gin 

Val 

Phe 

Glu 

Met 

Asp 

lie 

Ala 

Lys 

Gin 

Leu 

Gin 

Ala 

865 





870 





875 





880 

Tyr 

Glu 

Val 

Glu 

Tyr 

His 

Val 

Leu 

Gin 

Glu 

Glu 

Leu 

lie 

Asp 

Ser 

Ser 





885 





890 





895 


Pro 

Leu 

Ser 

Asp 

Asn 

Gin 

Arg 

Met 

Asp 

Lys 

Leu 

Glu 

Lys 

Thr 

Asn 

Ser 




900 





905 





910 



Ser 

Leu 

Arg 

Lys 

Gin 

Asn 

Leu 

Asp 

Leu 

Leu 

Glu 

Gin 

Leu 

Gin 

Val 

Ala 



915 





920 





925 




Asn Gly 

Arg 

lie 

Gin 

Ser 

Leu 

Glu 

Ala 

Thr 

lie 

Glu 

Lys 

Leu 

Leu 

Ser 


930 





935 





940 





Ser 

Glu 

Ser 

Lys 

Leu 

Lys 

Gin 

Ala 

Met 

Leu 

Thr 

Leu 

Glu 

Leu 

Glu 

Arg 

945 





950 





955 





960 

Ser 

Pro 

Ala 

Ala 

Asp 

Gly 

Gly 

Gly 

Ala 

Ala 

Ala 

Ala 

Glu 

Arg 

Arg 

Ala 





965 





970 





975 


Gin Arg 

Pro 

Gly 

Ala 















980 














<210> 5919 
<211> 1320 
<212> DNA 

<213 > Homo sapiens 
<400> 5919 

ggctgctgca tcttctccgc gctatggctg cgttcggccg tcaggaaatt aaagagggtg 
60 

ctttactgtt gccctgaaat tttcaccatg cgccagcagg acattaacga cactgtcagg 
120 

cttctcaagg agaagtgcct tttcacggta cagcaagtca ccaagatttt gcacagttgc 
180 

ccctctgttc ttcgagagga cctgggtcaa ctggaataca agtttcagca gcctcgtctt 
240 

acagcgtgac tgcaaagaaa aagacttttg ttttgcaaaa gaaaagcagc tcggtgactc 
300 

cgtccacatc gccacagttg agtcagatgg cagtggcagt cctttgccag tggaaggagt 
360 

tcctgctaag gggaggtgca ggaggactaa tttattattg tgcaactgcc agtcctgcgc 
420 

attccagcta cgctaagcgc cctgcccagg cacgtaacaa aacatagacc tgttttgaag 
480 

tggcttgtta cccaagggtg cctcactcat ctgcgccacc aggaagatga actgtgaggg 
540 

ctcctataag gggcaggaag agcaaagctg tcctaggcca accagagatt catctttcat 
600 

gcagtgacat gttgataaaa aatgatggtc agtatgaaac tggtaacagg ttgtagatgg 
660 

ctttctatgg tatatcccag tctcttgcaa acgattgtga agaatgccag tgttgtttaa 
720 

gattcggcag tttgtgtggg gaggtggggg caggatgggg tttggttgcc aaaagagttt 
780 
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gggaaatgct ggcttaaaca aaggcgagag gaagttcctt tcacgtcagg atttatgaat 
840 

gcctatgagc ccagtgtcag tgacgacttt ctagcggcgg tcttcaacac tttctaaata 
900 

ttaagcgatc aaggcccctg ccccactttt agttccaaca gaatgccgtt cacaagatct 
960 

gggaggcact ctctcagccc tctcctggag cccccggaat ttctcagcag cccaggccct 
1020 

cccgctgccc gtggcccctc ctcccaggtg ccaggtggtc ttccagcctc tccaagggcc 
1080 

cacccccctg cctcttcctc ccactgcagc tgatctaggg gtttcttggc cacatttccc 
1140 

ttgagagaga gtgggatttg ccctatccac agagagcctc atttccacct gaaggtgtat 
1200 

ttgtcagtgg ctagaccagg ttcatgtctg tttccccttg gggacttctg aaccttcctg 
1260 

cccgggagtc tgtaaacagc agcacaggac cgcgcttcct ttagcagtgc tgagtaagca 
1320 

<210> 5920 

<211> 93 

<212 > PRT 

<213> Homo sapiens 

<400> 5920 

Met Arg Leu Ser Val Asp Arg Ala Asn Pro Thr Leu Ser Gin Gly Lys 
15 10 15 - 

Cys Gly Gin Glu Thr Pro Arg Ser Ala Ala Val Gly Gly Arg Gly Arg 
20 25 30 

Gly Val Gly Pro Trp Arg Gly Trp Lys Thr Thr Trp His Leu Gly Gly 
35 40 45 

Gly Ala Thr Gly Ser Gly Arg Ala Trp Ala Ala Glu Lys Phe Arg Gly 
50 55 60 

Leu Gin Glu Arg Ala Glu Arg Val Pro Pro Arg Ser Cys Glu Arg His 
65 70 75 80 

Ser Val Gly Thr Lys Ser Gly Ala Gly Ala Leu He Ala 
85 90 

<2 10> 5921 
<211> 4130 
<212> DNA 
<213> Homo sapiens 

<4 00> 5921 

nncaccttac ttcagcccct caagggacac aaagacactg tgtactgtgt ggcatatgcg 
60 

aaggatggca agcgctttgc ttctggatca gctgacaaaa gcgttattat ctggacatca 
120 

aaactggaag gcattctgaa gtacacgcac aatgatgcta tacaatgtgt ctcctacaat 
180 

cctattactc atcaactggc atcttgttcc tccagtgact ttgggttgtg gtctcctgaa 
240 

cagaagtctg tctccaaaca caaatcaagc agcaagatca tctgctgcag ctggacaaat 
300 
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gatggtcagt acctggcgct 
360 

ggcgaggaga aagtaaagat 
420 

tgctggaacc cttcaagccg 
480 

gaggatgtca ttgtcaacag 
540 

tacagtagtc agggtagtga 
600 

agggacgaca acttagagga 
660 

gtttccttct accagctgag 
720 

ccctgctgca tcagctactt 
780 

caagtttctc ttttcaccaa 
840 

tgggtgtgga cgtgtcaagc 
900 

ggcaccattt ccttctacca 
960 

tatgcctaca gggatagcat 
1020 

gttcggatta aatgcaaaga 
1080 

atccaactgc cagagaaaat 
1140 

cattaccggg taaaggagaa 
1200 

gccaatcaca tcatcctgtg 
1260 

aaggagcggg agtggcagat 
1320 

cctggaagag aaggcctctt 
1380 

gacaatctct ttgctatcgt 
1440 

agtgcctccc gtaagaagct 
1500 

atcgacacca aggagctgct 
1560 

cagtgtgagg acatgctctg 
1620 

ttccctgtgc accggcagaa 
1680 

ttctgcctcc atgtcttctc 
1740 

cagtacctgg ataggaaact 
1800 

gacactgatt ggcgtgaact 
1860 

aagaaggcct tcatcagagt 
1920 


ggggatgttc aatgggatca 
cgagcggccg gggggctccc 
atgggagagt ttctggatga 
atatattcag gaaatccctt 
ggcagaggag gaagaaccag 
acgtaatgac atcctggctg 
tggaaaacag attggaaagg 
tactaaaggc gagtacattt 
ggatggagtg cggcttggga 
gaaaccggat tccaactatg 
gcttattttc agcacagtcc 
gactgacgtc attgtgcagc 
gcttgtcaag aagattgcca 
cctcatctat gagttgtatt 
gattatcaag aagtttgagt 
ccaggagaaa cggctgcagt 
ggagtctctc attcgttaca 
agtggggctg aagaatggac 
cctgctgaag caggccacag 
ggccgtggta gatgaaaatg 
ttttcaggaa ccaaacgcca 
cttctcggga ggaggctacc 
gctgcagggc tttgtggtcg 
catttctgcc gtggaggtgc 
gttcaaggaa gcctaccaga. 
ggccatggaa gcgctagaag 
acaagacctc cgatatttag 


tcagcatacg gaacaaaaat 
tctcgccaat atggtccatc 
acagagagaa tgaggatgcc 
ccactctgaa gtcagcagtg 
aggaagagga cgacagtccc 
tggctgactg gggacagaaa 
atcgggcact gaactttgac 
cgctgggggg ttcagacaag 
ctgttgggga gcagaactcc 
tggtggtcgg ctgccaggac 
atgggcttta caaggaccgc 
acctgatcac tgagcagaaa 
tctacagaaa tcgattggct 
cagaggactt atcagacatg 
gcaacctcct ggtggtgtgt 
gcctgtcctt cagcggagtg 
tcaaggtgat cggtggccct 
agatcctgaa gatcttcgtg 
ctgtgcgctg cttggacatg 
acacttgcct ggtgtatgac 
acagtgtagc ttggaacacc 
tcaacatcaa agccagcacc 
gctacaatgg ctccaagatc 
cgcagtccgc tcccatgtac 
ttgcttgctt gggtgtcaca 
gtttagattt tgaaacagca 
agctcatcag cagcattgag 
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gagaggaaga agcggggaga gaccaacaat 
1980 

caggggaagt tccatgaggc cgccaaactg 
2040 

cttgaaatgt acaccgacct ctgcatgttt 
2100 

gaccccaaag aaacaaagat gctaatcacc 
2160 

gagcccaaag ccgccgtgga gatgtacatc 
2220 

atctgtggtg accatggctg ggttgacatg 
2280 

gctgagcgcg agcccctgct gctgtgcgct 
2340 

tatgctgctg agacctacct gaagatgggt 
2400 

gagacccagc gctgggatga ggcctttgct 
2460 

gacatctaca tgccgtatgc tcagtggcta 
2520 

aaagcgttcc acaaggctgg gcgacagaga 
2580 

aacaatgccg tggcggagag caggtttaat 
2640 

atgcagtgcc tcgatatagc tcaagcagat 
2700 

ttctaccact tccagcgttt ggcagagctg 
2760 

acggaagatc cgttcagtgt ccatcgtcct 
2820 

ctgcacagcc tgcccaagga caccccctcg 
2880 

ttggccaagc agagcaaggc cctcggtgcc 
2940 

ctgcgtggcc tgtacatccc tgccagattc 
3000 

atccgcgcca agcccttcca cgacagtgag 
3060 

accaacaacc cgctgctcaa caacctgggc 
3120 

atcttctccg cctcttccta cgacgtgcta 
3180 

atcactgatg aagaagccat ctccctcatc 
3240 

gacagacagc tagagattgc aaacaacagc 
3300 

gactccatcg gagatgagga cccgttcaca 
3360 

gagttcgtgc cagtggtggt gagccggctg 
3420 

ctcatcaagc gatggccccc acccctgagg 
3480 

gcctccatta ccatgtgccc ctcctgcttc 
3540 


gacctgtttc tggcagatgt gttttcctac 
tacaagagga gtgggcacga gaacctcgcg 
gagtatgcca aggatttcct tggatctgga 
aaacaggctg actgggccag aaatatcaag 
tcagcaggag agcacgtcaa ggccatcgag 
ttgatcgaca tcgcccgcaa actggacaag 
acctacctca agaagctgga cagccctggc 
gacctcaagt ccctggtgca gctgcacgtg 
ttgggtgaga agcatcctga gtttaaggat 
gcagagaacg atcgctttga ggaagcccag 
gaagcggtcc aggtgctgga gcagctcaca 
gatgctgcct attattactg gatgctgtcc 
cctgcccaga aggacacaat gcttggcaag 
taccatggtt accatgccat ccatcgccac 
gaaactcttt tcaacatctc caggttcctg 
ggcatctcta aagtgaaaat actcttcacc 
tacaggctgg cccggcacgc ctatgacaag 
caaaagtcca ttgagctggg taccctgacc 
gagttggtgc ccttgtgcta ccgctgctcc 
aacgtctgca tcaactgccg ccagcccttc 
cacctggttg agttctacct ggaggaaggg 
gacctggagg tgctgagacc caagcgggat 
tcccagattc tgcggctagt ggagaccaag 
gctaagctga gctttgagca aggtggctca 
gtgctgcgct ccatgagccg ccgggatgtc 
tggcaatact tccgctcact gctgcctgac 
caggtaggtg gccaccctgg tagctcacat 
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gtgcttctct tggccacttt tcccttgccc aaatgtccct ctgggaggcg gggcccctgg 
3600 

gagggagggg cacatccatg gctccaagtt gggacagagg cttgtctgtc ctctcccctg 
3660 

cttgcattcc atgtgcatct aaagtggact tcactggccc ctgcgctgtc cacatcctcc 
3720 

ccaaatcctg ggggcccagc aagcgtgatg tgcccttgac cttcactcag aaaacaagaa 
3780 

accccacagc cccctcccat ctccccttcc agccctcaaa caaaggtgct gcaggtctgt 
3840 

gtccagccct gaccactgcc aagccccctc cccttgagag gcagtgcgtc ctggccccag 
3900 

gcgtagggct gatgagcact agggcttcag cctggtctta cagctgtctt cccttagatg 
3960 

ttccattctg aggactatga gttgctggtg cttcagcatg gctgctgccc ctactgccgc 
4020 

aggtgcaagg atgaccctgg cccatgacca gcatcctggg gacggcctgc accctctgcc 
4080 

cgccttgggg tctgctgggc tgtgaaggag aataaagagt taaactgtca 
4130 

<210> 5922 
<211> 1252 
<212 > PRT 

<213 > Homo sapiens 


<4 00> 5922 


Xaa 

Thr 

Leu 

Leu 

Gin 

Pro 

Leu 

Lys 

Gly His 

Lys Asp 

Thr 

Val 

Tyr 

Cys 

1 




5 





10 




15 


Val 

Ala 

Tyr 

Ala 

Lys 

Asp 

Gly 

Lys 

Arg 

Phe 

Ala Ser 

Gly 

Ser 

Ala 

Asp 




20 





25 




30 



Lys 

Ser 

Val 

lie 

lie 

Trp 

Thr 

Ser 

Lys 

Leu 

Glu Gly 

lie 

Leu 

Lys 

Tyr 



35 





40 




45 




Thr 

His 

Asn 

Asp 

Ala 

lie 

Gin 

Cys 

Val 

Ser 

Tyr Asn 

Pro 

lie 

Thr 

His 


50 





55 




60 





Gin 

Leu 

Ala 

Ser 

Cys 

Ser 

Ser 

Ser 

Asp 

Phe 

Gly Leu 

Trp 

Ser 

Pro 

Glu 

65 





70 





75 




80 

Gin 

Lys 

Ser 

Val 

Ser 

Lys 

His 

Lys 

Ser 

Ser 

Ser Lys 

lie 

lie 

Cys 

Cys 





85 





90 




95 


Ser 

Trp 

Thr 

Asn 

Asp 

Gly 

Gin 

Tyr 

Leu 

Ala 

Leu Gly 

Met 

Phe 

Asn 

Gly 




100 





105 




110 



He 

lie 

Ser 

lie 

Arg 

Asn 

Lys 

Asn 

Gly Glu 

Glu Lys 

Val 

Lys 

lie 

Glu 



115 





120 




125 




Arg 

Pro 

Gly 

Gly 

Ser 

Leu 

Ser 

Pro 

lie 

Trp 

Ser lie 

Cys 

Trp 

Asn 

Pro 


130 





135 




140 





Ser 

Ser 

Arg 

Trp 

Glu 

Ser 

Phe 

Trp 

Met 

Asn 

Arg Glu 

Asn 

Glu 

Asp 

Ala 

145 





150 





155 




160 

Glu 

Asp 

Val 

lie 

Val 

Asn 

Arg 

Tyr 

lie 

Gin 

Glu lie 

Pro 

Ser 

Thr 

Leu 





165 





170 




175 


Lys 

Ser 

Ala 

Val 

Tyr 

Ser 

Ser 

Gin 

Gly Ser 

Glu Ala 

Glu 

Glu 

Glu 

Glu 




180 





185 




190 



Pro 

Glu 

Glu 

Glu 

Asp 

Asp 

Ser 

Pro 

Arg Asp 

Asp Asn. 

Leu 

Glu 

Glu 

Arg 



195 





200 




205 




Asn 

Asp 

lie 

Leu 

Ala 

Val 

Ala 

Asp 

Trp Gly 

Gin Lys 

Val 

Ser 

Phe 

Tyr 
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210 





215 





220 





Gin 

Leu 

Ser 

Gly 

Lys 

Gin 

lie 

Gly Lys Asp 

Arg 

Ala 

Leu 

Asn 

Phe 

Asp 

225 





230 





235 





240 

Pro Cys 

Cys 

lie 

Ser 

Tyr 

Phe 

Thr 

Lys Gly 

Glu Tyr 

lie 

Leu 

Leu 

Gly 





245 





250 





255 


Gly Ser 

Asp 

Lys 

Gin 

Val 

Ser 

Leu 

Phe 

Thr 

Lys 

Asp 

Gly 

Val 

Arg 

Leu 




260 





265 





270 



Gly Thr 

Val 

Gly 

Glu 

Gin- 

Asn 

Ser 

Trp Val 

Trp Thr 

Cys 

Gin 

Ala 

Lys 



275 





280 





285 




Pro Asp 

Ser 

Asn 

Tyr 

Val 

Val 

Val 

Gly Cys 

Gin Asp 

Gly 

Thr 

lie 

Ser 


290 





295 





300 





Phe 

Tyr 

Gin 

Leu 

lie 

Phe 

Ser 

Thr 

Val 

His 

Gly 

Leu 

Tyr 

Lys 

Asp 

Arg 

305 





310 





315 





320 

Tyr Ala 

Tyr 

Arg 

Asp 

Ser 

Met 

Thr 

Asp Val 

lie 

Val 

Gin 

His 

Leu 

lie 





325 





330 





335 


Thr 

Glu 

Gin 

Lys 

Val 

Arg 

lie 

Lys 

Cys 

Lys 

Glu 

Leu 

Val 

Lys 

Lys 

lie 




340 





345 





350 



Ala 

lie 

Tyr 

Arg 

Asn 

Arg 

Leu 

Ala 

lie 

Gin 

Leu. 

Pro 

Glu 

Lys 

lie 

Leu 



355 





360 





365 




He 

Tyr 

Glu 

Leu 

Tyr 

Ser 

Glu 

Asp. Leu 

Ser 

Asp 

Met 

His 

Tyr 

Arg 

Val 


370 





375 





380 





Lys 

Glu 

Lys 

lie 

lie 

Lys 

Lys 

Phe 

Glu 

Cys 

Asn 

Leu 

Leu 

Val 

Val 

Cys 

385 





390 





395 





400 

Ala 

Asn 

His 

lie 

lie 

Leu 

Cys 

Gin 

Glu 

Lys 

Arg 

Leu 

Gin 

Cys 

Leu 

Ser 





405 





410 





415 


Phe 

Ser 

Gly 

Val 

Lys 

Glu 

Arg 

Glu 

Trp Gin 

Met 

Glu 

Ser 

Leu 

lie 

Arg 




420 





425 





430 



Tyr 

lie 

Lys 

Val 

lie 

Gly 

Gly 

Pro 

Pro Gly 

Arg 

Glu 

Gly 

Leu 

Leu 

Val 



435 





440 





445 




Gly Leu 

Lys 

Asn 

Gly 

Gin 

lie 

Leu 

Lys 

lie 

Phe 

Val 

Asp 

Asn 

Leu 

Phe 


450 





455 





460 





Ala 

lie 

Val 

Leu 

Leu 

Lys 

Gin 

Ala 

Thr 

Ala 

Val 

Arg 

Cys 

Leu Asp 

Met 

465 





470 





475 





480 

Ser 

Ala 

Ser 

Arg 

Lys 

Lys 

Leu 

Ala 

Val 

Val 

Asp 

Glu 

Asn 

Asp 

Thr 

Cys 





485 





490 





495 


Leu 

Val 

Tyr 

Asp 

lie 

Asp 

Thr 

Lys 

Glu 

Leu 

Leu 

Phe 

Gin 

Glu 

Pro 

Asn 




500 





505 





510 



Ala 

Asn 

Ser 

Val 

Ala 

Trp 

Asn 

Thr 

Gin 

Cys 

Glu 

Asp 

Met 

Leu 

Cys 

Phe 



515 





520 





525 




Ser Gly 

Gly 

Gly 

Tyr 

Leu 

Asn 

lie 

Lys 

Ala 

Ser 

Thr 

Phe 

Pro 

Val 

His 


530 





535 





540 





Arg 

Gin 

Lys 

Leu 

Gin 

Gly 

Phe 

Val 

Val 

Gly 

Tyr Asn 

Gly 

Ser 

Lys 

lie 

545 





550 





555 





560 

Phe 

Cys 

Leu 

His 

Val 

Phe 

Ser 

lie 

Ser 

Ala 

Val 

Glu 

Val 

Pro 

Gin 

Ser 





565 





570 





575 


Ala 

Pro 

Met 

Tyr 

Gin 

Tyr 

Leu 

Asp Arg Lys 

Leu 

Phe 

Lys 

Glu 

Ala 

Tyr 




580 





585 





590 



Gin 

lie 

Ala 

Cys 

Leu 

Gly 

Val 

Thr Asp 

Thr 

Asp Trp 

Arg 

Glu 

Leu 

Ala 



595 





600 





605 




Met 

Glu 

Ala 

Leu 

Glu 

Gly 

Leu 

Asp 

Phe 

Glu 

Thr 

Ala 

Lys 

Lys 

Ala 

Phe 


610 





615 





620 





lie Arg 

Val 

Gin 

Asp 

Leu 

Arg 

Tyr 

Leu 

Glu 

Leu 

lie 

Ser 

Ser 

lie 

Glu 

625 





630 





635 





640 

Glu Arg 

Lys 

Lys 

Arg 

Gly 

Glu 

Thr 

Asn 

Asn 

Asp 

Leu 

Phe 

Leu 

Ala 

Asp 
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645 





650 




655 


Val 

Phe 

Ser 

Tyr Gin 

Gly 

Lys 

Phe 

His 

Glu 

Ala 

Ala 

Lys Leu 

Tyr 

Lys 




660 





665 




670 



Arg 

Ser Gly 

His 

Glu 

Asn 

Leu 

Ala 

Leu 

Glu 

Met 

Tyr 

Thr Asp 

Leu 

Cys 



675 





680 





685 



Met 

Phe 

Glu 

Tyr Ala 

Lys 

Asp 

Phe 

Leu Gly 

Ser 

Gly 

Asp Pro 

Lys 

Glu 


690 





695 





700 




Thr 

Lys 

Met 

Leu 

lie 

Thr 

Lys 

Gin 

Ala Asp 

Trp 

Ala 

Arg Asn 

lie 

Lys 

705 





710 





715 




720 

Glu 

Pro Lys 

Ala 

Ala 

Val 

Glu 

Met 

Tyr 

lie 

Ser 

Ala 

Gly Glu 

His 

Val 





725 





730 




735 


Lys 

Ala 

lie 

Glu 

lie 

Cys 

Gly 

Asp 

His 

Gly 

Trp 

Val 

Asp Met 

Leu 

lie 




740 





745 




750 



Asp 

He 

Ala 

Arg 

Lys 

Leu 

Asp 

Lys 

Ala 

Glu 

Arg 

Glu 

Pro Leu 

Leu 

Leu 



755 





760 





765 



Cys 

Ala 

Thr 

Tyr 

Leu 

Lys 

Lys 

Leu 

Asp 

Ser 

Pro 

Gly 

Tyr Ala 

Ala 

Glu 


770 





775 





780 




Thr 

Tyr 

Leu 

Lys 

Met 

Gly 

Asp 

Leu 

Lys 

Ser 

Leu 

Val 

Gin Leu 

His 

Val 

785 





790 





795 




800 

Glu 

Thr 

Gin 

Arg 

Trp 

Asp 

Glu 

Ala 

Phe 

Ala 

Leu 

Gly 

Glu Lys 

His 

Pro 





805 





810 




815 


Glu 

Phe 

Lys 

Asp Asp 

lie 

Tyr 

Met 

Pro 

Tyr 

Ala 

Gin 

Trp Leu 

Ala 

Glu 




820 





825 




830 



Asn Asp 

Arg 

Phe 

Glu 

Glu 

Ala 

Gin 

Lys 

Ala 

Phe 

His 

Lys Ala 

Gly 

Arg 



835 





840 





845 



Gin Arg 

Glu 

Ala 

Val 

Gin 

Val 

Leu 

Glu 

Gin 

Leu 

Thr 

Asn Asn 

Ala 

Val 


850 





855 





860 




Ala 

Glu 

Ser 

Arg 

Phe 

Asn 

Asp 

Ala 

Ala 

Tyr 

Tyr 

Tyr 

Trp Met 

Leu 

Ser 

865 





870 





875 




880 

Met 

Gin 

Cys 

Leu 

Asp 

lie 

Ala 

Gin 

Ala Asp 

Pro 

Ala 

Gin Lys 

Asp 

Thr 





885 





890 




895 


Met 

Leu Gly Lys 

Phe 

Tyr 

His 

Phe 

Gin Arg 

Leu 

Ala 

Glu Leu 

Tyr 

His 




900 





905 




910 



Gly Tyr 

His 

Ala 

lie 

His 

Arg 

His 

Thr 

Glu 

Asp 

Pro 

Phe Ser 

Val 

His 



915 





920 





925 



Arg 

Pro 

Glu 

Thr 

Leu 

Phe 

Asn 

lie 

Ser Arg 

Phe 

Leu 

Leu His 

Ser 

Leu 


930 





935 





940 




Pro 

Lys 

Asp 

Thr 

Pro 

Ser 

Gly 

lie 

Ser 

Lys 

Val 

Lys 

lie Leu 

Phe 

Thr 

945 





950 





955 




960 

Leu 

Ala 

Lys 

Gin 

Ser 

Lys 

Ala 

Leu 

Gly Ala 

Tyr 

Arg 

Leu Ala 

Arg 

His 





965 





970 




975 


Ala 

Tyr 

Asp 

Lys 

Leu 

Arg 

Gly 

Leu 

Tyr 

lie 

Pro 

Ala 

Arg Phe 

Gin 

Lys 




980 





985 




990 



Ser 

lie 

Glu 

Leu Gly 

Thr 

Leu 

Thr 

lie Arg 

Ala 

Lys 

Pro Phe 

His 

Asp 



995 





1000 




1005 



Ser 

Glu 

Glu 

Leu 

val 

Pro 

Leu 

Cys 

Tyr Arg 

Cys 

Ser 

Thr Asn 

Asn 

Pro 


1010 




1015 




1020 



Leu 

Leu 

Asn 

Asn 

Leu Gly 

Asn 

Val 

Cys 

lie 

Asn 

Cys 

Arg Gin 

Pro 

Phe 

1025 




1030 




1035 



1040 

lie 

■ Phe 

Ser 

Ala 

Ser 

Ser 

Tyr 

Asp 

Val 

Leu 

His 

Leu 

Val Glu 

Phe 

Tyr 





1045 




1050 



1055 

Leu 

Glu 

Glu Gly 

lie 

Thr 

Asp 

Glu 

Glu 

Ala 

lie 

Ser 

Leu lie 

Asp 

Leu 




1060 




1065 



1070 


Glu 

Val 

Leu Arg 

Pro 

Lys 

Arg 

Asp 

Asp Arg Gin 

Leu 

Glu lie 

Ala 

Asn 
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1075 1080 1085 


Asn 

Ser Ser 

Gin 

He 

Leu 

Arg 

Leu 

Val 

Glu 

Thr 

Lys 

Asp 

Ser 

He Gly 


1090 




1095 




1100 




Asp 

Glu Asp 

Pro 

Phe 

Thr 

Ala 

Lys 

Leu 

Ser 

Phe 

Glu 

Gin Gly 

Gly Ser 

1105 



1110 




1115 




1120 

Glu 

Phe Val 

Pro 

Val 

Val 

Val 

Ser Arg 

Leu 

Val 

Leu Arg 

Ser 

Met 

Ser 




1125 




1130 




1135 

Arg Arg Asp 

Val 

Leu 

lie 

Lys 

Arg Trp 

Pro 

Pro 

Pro 

Leu 

Arg 

Trp Gin 



1140 




1145 




1150 


Tyr 

Phe Arg 

Ser 

Leu 

Leu 

Pro 

Asp 

Ala 

Ser 

lie 

Thr 

Met 

Cys 

Pro 

Ser 


1155 




1160 




1165 



Cys 

Phe Gin Val Gly Gly 

His 

Pro Gly 

Ser 

Ser 

His 

Val 

Leu 

Leu 

Leu 


1170 




1175 




1180 




Ala 

Thr Phe 

Pro 

Leu 

Pro 

Lys 

Cys 

Pro 

Ser Gly Arg 

Arg Gly 

Pro Trp 

1185 



1190 




1195 




1200 

Glu Gly Gly Ala 

His 

Pro 

Trp 

Leu 

Gin Val Gly 

Thr 

Glu 

Ala 

Cys 

Leu 




1205 




1210 




1215 

Ser 

Ser Pro 

Leu 

Leu 

Ala 

Phe 

His 

Val 

His 

Leu 

Lys 

Trp 

Thr 

Ser 

Leu 



1220 




1225 




1230 


Ala 

Pro Ala 

Leu 

Ser 

Thr 

Ser 

Ser 

Pro 

Asn 

Pro 

Gly 

Gly 

Pro 

Ala 

Ser 


1235 1240 1245 


Val Met Cys Pro 
1250 

<210 > 5923 

<211> 1989 

<212 > DNA 

<213 > Homo sapiens 

<400> 5923 

gggcccccgc aaggtccccg 
60 

ccggaacgct caaacgaaac 
120 

agaactgtgc caaatcttcg 
180 

agacctcctg gtgaatgaaa 
240 

gggcctgatg aactttgcag 
300 

tgaaagactt gaagcccaaa 
360 

aaacttatgg gaccattgtg 
420 

ggaatcgaga agctaagcaa 
480 

atcgacatgt tattgtatcc 
540 

ggaattacag agagctgcaa 
600 

taacaacttt gaaaggcaga 
660 

aatcgaaatg ttatttcacg 
720 


gccgtgcgcg 

aactgcaaac 

ctgcctatgt 

ttaacgcgta 

atgagtttgc 

aaggttgaaa 

aaaatgaaac 

ttaactcagt 

tttgaatttg 

tggatgctag 

aaatgaagga 

gcaaagcttt 


aggcagcatg 

agctgtctca 

gcggaaaact 

tgctgctaca 

caaacttcag 

gacttgaagc 

gggatgacct 

tagaaagaac 

ggtctttaaa 

ccgaacaagt 

tataaagact 

agaggtctac 


atgaggcgca 

aatgtggaga 

gccaggctga 

gagaccccgc 

gattatcgac 

caaagtagtt 

caaagcaaca 

acgtcagcga 

aaaatgttta 

cgtcatctgg 

atattttctg 

actgctgcct 


ccctggaaaa 

agcattttgg 

gagacaaagc 

atttaaagct 

aagcagaggt 

gaacccttga 

ctcacagcaa 

aacccatctg 

aggcagaaac 

aggaaactat 

aatttatcac 

accagaatat 
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acaaaacatt gatgaagatg aagatttaga 
780 

ttattcatct cgtttagata ttgtaagagc 
840 

gtcagctaag tgtgtatctg gaacaggaca 
900 

acaagcagaa gatgatgagg atgacgagtt 
960 

gtaaactaca catttccatt ttcatcataa 
1020 

agaactttat actcactttg ctatgttaag 
1080 

aaataattaa aggaaactta tgctgaccaa 
1140 

agtcatttca acatcctacc tagtgttaca 
1200 

agatggtgta tttcaaagta tttcatatta 
1260 

tacattatga cagaaaccaa aagatctaac 
1320 

atgctttcat taccagaaaa gggtcttacg 
1380 

atgaagcctt aagaaaaaaa acttttttta 
1440 

taaatttact tttcaagaag agtataacca 
1500 

caatgtttta tgaatacaca taaggcataa 
1560 

tgactctggt tttaaaacaa aactgctgtc 
1620 

aggctaattt ggtggaatgt tgcctcatca 
1680 

aaaaatttta ccaagctacc atatagttaa 
1740 

aaaatataaa acattgagcc tttcagtgta 
1800 

tttatttcat ggatcccagg caggcatata 
1860 

ataattagaa aatgcaatta ttcataacag 
1920 

ctttgtcaat catggctctg ttcttaacaa 
1980 

acaaagttg 

1989 


ggttttccga aattctctgt atgcaccaga 
aaattcaaag tcacctcttc agagatcact 
ggtatccact tgtcgactaa gaaaggatca 
agatgttaca gaagaagaaa attttcttaa 
atgacttgaa atccacaatg actaaattgt 
cctcaaagtg aagtccaact ggaaacagaa 
aaatgaaggc tttaaaaaat attgcatacc 
tgatttttgt gtaagtgcct ttttttttaa 
atgtactata tctacttgaa gttccaatag 
aattctgctt agctttttgg ttaagactcc 
tagtcattat gattcatgga attctattcc 
actttccctg aaactttatc atttgataag 
aagagtaaag ataatgtgac actaagttat 
atttcagctg taaaaaagct acattcaatc 
ataattatac atgatactgc aacttttgga 
tagaacacca tagatcatta aaaattctat 
taaaagggta tacagtcact tttatttctg 
tctgatgctt ctcttttggt aaggaatact 
aaagttacgg aatttataaa atcatttggg 
aaaaataaag actttctaga aagcttctga 
agcactcctt cctgagaata gtcctaagtg 


<210 > 5924 

<211> 146 

<212 > PRT 

<213 > Homo sapiens 

<400> 5924 

Met Phe Lys Ala Glu Thr Glu Leu Gin Arg Ala Ala Met Asp Ala Ser 
15 10 15 

Arg Thr Ser Arg His Leu Glu Glu Thr lie Asn Asn Phe Glu Arg Gin 
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20 





25 





30 



Lys 

Met 

Lys 

Asp 

lie 

Lys 

Thr 

lie 

Phe 

Ser 

Glu 

Phe 

He 

Thr 

lie 

Glu 



35 





40 





45 




Met 

Leu 

Phe 

His 

Gly 

Lys 

Ala 

Leu 

Glu 

Val 

Tyr 

Thr 

Ala 

Ala 

Tyr Gin 


50 





55 





60 





Asn 

He 

Gin 

Asn 

lie 

Asp 

Glu 

Asp 

Glu 

Asp 

Leu 

Glu 

Val 

Phe 

Arg Asn 

65 





70 





75 





80 

Ser 

Leu Tyr 

Ala 

Pro 

Asp 

Tyr 

Ser 

Ser 

Arg 

Leu Asp 

He 

Val 

Arg 

Ala 





85 





90 





95 


Asn 

Ser 

Lys 

Ser 

Pro 

Leu 

Gin 

Arg 

Ser 

Leu 

Ser 

Ala 

Lys 

Cys 

Val 

Ser 




100 





105 





110 



Gly Thr Gly 

Gin 

Val 

Ser 

Thr 

Cys 

Arg 

Leu Arg Lys 

Asp 

Gin 

Gin 

Ala 



115 





120 





125 




Glu Asp 

Asp 

Glu 

Asp 

Asp 

Glu 

Leu 

Asp 

Val 

Thr 

Glu 

Glu 

Glu 

Asn 

Phe 


130 





135 





140 






Leu Lys 
145 

<210> 5925 
<211> 4538 
<212> DNA 
<213> Homo 

<400> 5925 

sapiens 





gctagccagc 

60 

tgtgtgaggg 

ccgttgcctt 

atctgagctc 

tgagttattt 

agtttttaat 

ggaaacaaga 

120 

cccccgcaga 

cacgcaggaa 

aacacaaatc 

cctatcagat 

cagcagccat 

ggacgtggag 

180 

acgtggcctt 

tgtccctctg 

tcccagcgcc 

cggcctgtgt 

a 9ttggactt 

ggcagtgtgc 

240 

agcgctagaa 

aggaattgtc 

tgaccccagc 

attgcttcct 

ggctcctttc 

ttcctttttc 

300 

aggagagcat 

cctgccgacc 

acagccctcc 

ccactgtgag 

ccttcctgac 

agcctcatcg 

360 

cgccccctac 

cgccccatcc 

ctggctcaca 

tggatgagca 

gggctgtgaa 

cacacctccc 

420 

ggactgagga 

cccgtttatc 

cagcccacgg 

acttcggtcc 

ctcagagccg 

ccactgagtg 

480 

tcccgcagcc 

cttcctccct 

gtcttcacca 

tgcccctgct 

gtctcccagc 

cccgccccac 

540 

cgcccatctc 

ccccgtgtta 

ccattagttc 

ctcctcctgc 

cactgccctg 

aaccccccgg 

600 

ctccacccac 

cttccatcag 

ccacagaagt 

ttgctggagt 

caacaaagcg 

ccgtctgtca 

660 

tcacccacac 

ggcctctgcc 

accctcaccc 

acgatgcccc 

cgccaccacc 

tttagccaga 

720 

gtcagggcct 

tgtgatcacc 

acccatcacc 

ctgccccgtc 

agcggcccct 

tgtgggctgg 
780 . 

cactgtctcc 

tgtcacccgg 

cctccccagc 

cacggttaac 

ttttgtgcac 

cccaaacctg 

840 

tatccttgac 

tgggggcagg 

cctaagcagc 

cccacaaaat 

agtgcctgct 

cccaaaccag 

900 

agcccgtgtc 

cttggtgttg 

aagaatgccc gtatcgcccc 

agctgccttt 
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tcaggccaac cacaagcggt 
960 

gcctccaccg tgtcccagtc 
1020 

ggggtcccgg agttccacag 
1080 

ccgcctgccc ccgtctcccg 
1140 

gagcaggtcc cgctgcatgg 
1200 

tgcccaaact cagggcaggc 
1260 

ccccagaaca actgctcagg 
1320 

cagatgaagc acatctcagc 
1380 

atgctcaaca gcctcatctc 
1440 

aagactgtgg agtacatcac 
1500 

cggcggctgc gggaggagat 
1560 

ctccctgcca cgggagtccc 
1620 

gacgaatacg tgaaaacccg 
1680 

atcaagccgc tgtttgagtc 
1740 

caccggacgg cgctctcctg 
1800 

gtattgagca cgctgcggca 
1860 

ctgccagagc aggcgtccaa 
1920 

ctgcttagct ggcatgtggc 
1980 

taggctgcgc cccccagccc 
2040 

ggcccaccgt ggcatcggga 
2100 

agcaatagcc cgcctttggg 
2160 

accaacctcc tctgccctcg 
2220 

ctgccctgct ggtggcctgc 
2280 

gacagggcct gctcctgtcc 
2340 

tgcatgcctc tgcctgatgc 
2400 

gcgtctttcc ttctcccctc 
2460 

tctattcagg cttatgcatg 
2520 


gatcatgacg tcagggcctc 
caacgtggtc attgcgcctg 
cagcatcctg gtgacagatc 
gctcttccca agcacagcgc 
gggcagcccc caggtcactg 
ctctccgtgt gcatcggagc 
gaaatccgac cccaaaaatg 
tgagcagaaa aggcgcttca 
caacaattcc aagctgacca 
caagctgcag caggagagag 
cgaggagctc aatgccacca 
cgttacccgg cgccagtttg 
gaccttgcag aattggaagt 
gttcaagggc atggtgtcca 
gctggaccag cactgctccc 
gctgagcacc tccacctcca 
ggctgtcacc aggattggca 
cgcatgagat gccaggagac 
ttcctgacgc tcagcctcgg 
ggccatgctc aggtctgaag 
aaccccttgc tgtgaactct 
gggcagccca cacaaaaggg 
cgggcctggc gccggtgagc 
tgaggcccag ccttgtccct 
cctgctccac tctctggtct 
aactctgaca gcacccagcc 
gcaggctgcc agggggaagt 


tgaagagaga agggatgttg 
ctgccatcgc cagggctcct 
tcggccatgg cacgagcagc 
aagaccccct ggggaagggc 
tcacagggcc cagtcgggac 
agagccccag tcctcaatct 
tggctgcact aaagaaccgg 
acatcaagat gtgcttcgac 
gtcacgccat cacactgcag 
gccagatgca ggaggaggcc 
tcatctcctg ccagcagctg 
atcacatgaa agacatgttt 
tctggatttt cagcatcatc 
ccagcagcct ggaggagctg 
tgcccatcct caggccgatg 
tcctcacaga cccggcacag 
agagattggg agagtcctag 
ccttccctgc ccatggagag 
ggcctctctc caactctgcc 
caggtttggg gcctgctgac 
ctcactcagt gacctcagtc 
aagtgctggc cgtgctggtc 
ggaatcgatg ggatgagggt 
cctgccacgt cctgtccaca 
gcccgtgggg cagttggaag 
cttgtggatg gacttgggct 
gccttcttca gaggtcctcc 
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agg a cacatg tgtgcagaaa 
2580 

gatgcacggt ggctgctctg 
2640 

tagctccacc tgacattgca 
2700 

cctcaccgct gtggcccttc 
2760 

agatcaagca tgtcctgtgg 
2820 

ctccacgtcc tgctgtcagc 
2880 

accaggacag ttctcggacc 
2940 

ttggagaagg aaacaatgtt 
3000 

tctaggcatc tctcagatca 
3060 

gtggctgggc tgggggccat 
3X20 

gctcttctct ggctacctct 
3180 

gaagcccggc cgagggtacc 
3240 

ttcggagccc aggctttcag 
3300 

ttcctgcagg gcctgggaag 
3360 

cctgggctgt cccacagttt 
3420 

ggggatctct ccccacttca 
3480 

ccctgcacaa aagcagcttg 
3540 

ttccagatca ccttcctgtg 
3600 

cctggaaaat ggtaacagac 
3660 

aaaggcagag gccaccgtgg 
3720 

caccgtgtct ggctgtgcgg 
3780 

gtgcctttgt aaaacgtgta 
3840 

tcagtggctt tctccccacc 
3900 

aaaattggcc tcctgctgct 
3960 

tgtttcttca gatatttaag 
4020 

ccagcgactg tccactgtcc 
4080 

cattctcttg gtgctcacga 
4140 


cggtggatgt ggaacacaca 
gctgagaggc cctgctgggc 
ggatccatgg ggactcagcc 
tgccgttctt ctccacttgg 
gagcttagaa ccctgaagtt 
cttgtcatct tgtctgatgt 
aaagatgccc ccacactcaa 
ggcaggcagc actctgtggt 
gacagcaaag aatctaccca 
tctgagcctg cagtgagagt 
gcagggagct gcaggggcaa 
tcctcgtgga aagaatgcac 
gcgacctctg ccctccctgc 
ggctttgagg gagcctggga 
agatccagtt ggaggttctc 
ggcctccggc cagctgcctg 
gtgacaccac tcagccaccc 
gggtgaacgt aatgaggcgg 
tccatccttg acccggggat 
taggaattcc accaaggcca 
gccctgggga gggtcgtgag 
gataaccgca gtggttggct 
ccttgctggg gagtcatttt 
tcagcctacc tctccctctg 
gctgttaggt tgtgtgagcc 
aggagatgca tgtctttgta 
ttgccatggc catagggcca 


ggaccagaat ggaagcgtgt 
atgtttcatc tgtccccttt 
cagggccttc tcggatgtca 
ctccagctgc agctgttgac 
ctagtgtctg aaagatcaga 
ctttcagctg ggagccccaa 
aagtctgtcc cgtcttgtgt 
ggtcagccct cagagctgtt 
gatctgggct gggtggaggt 
ttggcccagc ctcagtcctt 
gcactctctc cagcactcag 
tttaaagctc tgctgaggag 
ctctcctcac cctccctctc 
gccatgtgaa gaggggcacg 
cctggctcct gcaggcctgc 
ccctcttgtc tgtgcttcag 
agagtacgtg tttacaggct 
ggctggtcct tggaatttcc 
gagcatgaag gcattgtccc 
gaagggaaaa aggaagaacc 
tgcagcccct ctctacttcc 
gagccaagaa ctctcctaaa 
taaaaaaatc tgtgggatat 
ctgacttaat gtcgtgattc 
ttgaagtgtg tgtgtgtgtc 
ttggagatat ttctgtaact 
cagtgccgta tctgctgcag 
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acatgattgt ttcttgttct agaggttttc ttgttttcga atcttgcctg atgaatccag 
4200 

ccagaccaag gggcctagat ttgacctctg tcctgggctc ctgggccagg tgcaggaaca 
4260 

tctgaggcca ctctgctggc cacctccagt gggtgctgac cacaggatgg gctttgttta 
4320 

cactcatttt caccctgatt cttgccccca ctttcataaa agaaacttca aaatgctgac 
4380 

gctttggaga gtaagaaaat caatcttggc tgggcacggt ggctcctgcc tgtgatccta 
4440 

gcactttggg aggctgaagc tgaaggatca cttgagctca ggagttggag accaaccctg 
4500 

gcaacataac aagaccctgt ctctacaaaa aaaaaaaa 
4538 

<210> 5926 

<211 > 526 

<212> PRT 

<213 > Homo sapiens 


<400> 5926 


Met 

Asp 

Glu 

Gin 

Gly 

Cys 

Glu 

His 

Thr 

Ser 

Arg 

Thr 

Glu 

Asp 

Pro 

Phe 

1 




5 





10 





15 


He 

Gin 

Pro 

Thr 

Asp 

Phe 

Gly 

Pro 

Ser 

Glu 

Pro 

Pro 

Leu 

Ser 

Val 

Pro 




20 





25 





30 



Gin 

Pro 

Phe 

Leu 

Pro 

Val 

Phe 

Thr 

Met 

Pro 

Leu 

Leu 

Ser 

Pro 

Ser 

Pro 



35 





40 





45 




Ala 

Pro 

Pro 

Pro 

lie 

Ser 

Pro 

Val 

Leu 

Pro 

Leu 

Val 

Pro 

Pro 

Pro 

Ala 


50 





55 





60 





Thr 

Ala 

Leu 

Asn 

Pro 

Pro 

Ala 

Pro 

Pro 

Thr 

Phe 

His 

Gin 

Pro 

Gin 

Lys 

65 





70 





75 





80 

Phe 

Ala 

Gly Val 

Asn 

Lys 

Ala 

Pro 

Ser 

Val 

lie 

Thr 

His 

Thr 

Ala 

Ser 





85 





90 





95 


Ala 

Thr 

Leu 

Thr 

His 

Asp 

Ala 

Pro 

Ala 

Thr 

Thr 

Phe 

Ser 

Gin 

Ser 

Gin 




100 





105 





110 



Gly Leu 

Val 

lie 

Thr 

Thr 

His 

His 

Pro 

Ala 

Pro 

Ser 

Ala 

Ala 

Pro 

Cys 



115 





120 





125 




Gly 

Leu 

Ala 

Leu 

Ser 

Pro 

Val 

Thr 

Arg 

Pro 

Pro 

Gin 

Pro 

Arg 

Leu 

Thr 


130 





135 





140 





Phe 

Val 

His 

Pro 

Lys 

Pro 

Val 

Ser 

Leu 

Thr 

Gly 

Gly 

Arg 

Pro 

Lys 

Gin 

145 





150 





155 





160 

Pro 

His 

Lys 

lie 

Val 

Pro 

Ala 

Pro 

Lys 

Pro 

Glu 

Pro 

Val 

Ser 

Leu 

Val 





165 





170 





175 


Leu 

Lys 

Asn 

Ala 

Arg 

lie 

Ala 

Pro 

Ala 

Ala 

Phe 

Ser 

Gly 

Gin 

Pro 

Gin 




180 





185 





190 



Ala 

Val 

lie 

Met 

Thr 

Ser 

Gly 

Pro 

Leu 

Lys 

Arg 

Glu 

Gly 

Met 

Leu 

Ala 



195 





200 





205 




Ser 

Thr 

Val 

Ser 

Gin 

Ser 

Asn 

Val 

Val 

lie 

Ala 

Pro 

Ala 

Ala 

lie 

Ala 


210 





215 





220 





Arg 

Ala 

Pro Gly 

Val 

Pro 

Glu 

Phe 

His 

Ser 

Ser 

lie 

Leu 

Val 

Thr 

Asp 

225 





230 





235 





240 

Leu Gly 

His Gly 

Thr 

Ser 

Ser 

Pro 

Pro 

Ala 

Pro 

Val 

Ser 

Arg 

Leu 

Phe 





245 





250 





255 


Pro 

Ser 

Thr 

Ala 

Gin 

Asp 

pro 

Leu 

Gly 

Lys 

Gly 

Glu 

Gin 

Val 

Pro 

Leu 
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260 265 270 

His Gly Gly Ser Pro Gin Val Thr Val Thr Gly Pro Ser Arg Asp Cys 
275 280 285 

Pro Asn Ser Gly Gin Ala Ser Pro Cys Ala Ser Glu Gin Ser Pro Ser 
290 295 300 
Pro Gin Ser Pro Gin Asn Asn Cys Ser Gly Lys Ser Asp Pro Lys Asn 

305 310 315 320 

Val Ala Ala Leu Lys Asn Arg Gin Met Lys His lie Ser Ala Glu Gin 

325 330 335 

Lys Arg Arg Phe Asn lie Lys Met Cys Phe Asp Met Leu Asn Ser Leu 
340 345 350 

lie Ser Asn Asn Ser Lys Leu Thr Ser His Ala lie Thr Leu Gin Lys 
355 360 365 

Thr Val Glu Tyr He Thr Lys Leu Gin Gin Glu Arg Gly Gin Met Gin 
, 370 375 380 

Glu Glu Ala Arg Arg Leu Arg Glu Glu lie Glu Glu Leu Asn Ala Thr 

385 390 395 400 

lie lie Ser Cys Gin Gin Leu Leu Pro Ala Thr Gly Val Pro Val Thr 

405 410 415 

Arg Arg Gin Phe Asp His Met Lys Asp Met Phe Asp Glu Tyr Val Lys 
420 425 430 

Thr Arg Thr Leu Gin Asn Trp Lys Phe Trp lie Phe Ser lie lie lie 
435 440 445 

Lys Pro Leu Phe Glu Ser Phe Lys Gly Met Val Ser Thr Ser Ser Leu 
450 455 460 

Glu Glu Leu His Arg Thr Ala Leu Ser Trp Leu Asp Gin His Cys Ser 

465 470 475 480 

Leu Pro lie Leu Arg Pro Met Val Leu Ser Thr Leu Arg Gin Leu Ser 

485 490 495 

Thr Ser Thr Ser lie Leu Thr Asp Pro Ala Gin Leu Pro Glu Gin Ala 
500 505 510 

Ser Lys Ala Val Thr Arg lie Gly Lys Arg Leu Gly Glu Ser 
515 520 525 

<2 10> 5927 

<211> 1786 

<212> DNA 

<213 > Homo sapiens 

<4 00> 5927 

ctccacactt tatttttgct ggctggattt gtcattttgc tgtcagaaca ggcctacaac 
60 

atacctcaga tgtttttcct ttaccttgtc attctgagca aaagcatgac tccatcacct 
120 

gtctgggcac ataccgagtc tttgtctgga tggtgtcagc acatcctgca cactcagcgg 
180 

caaccctgaa aataacatct accacctgcc aggcaattgg ctgactgcct ccgtgatctt 
240 

caggggcato gagggacaat gtatttagtc atgcacctct gtaagtgcag ggaaatgtac 
300 

tgggacacct ttcgattccc aaggaaataa aaggaaaatg acaaacacat agtcacgctg 
360 

tggatccctg tttattccca tctctgggca ggcctgtaaa gagcatcgac ccaggtctca 
420 
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accccactgc tggtaactga gccacagaaa ctgtaagcaa gtgacactca tccagggaga 
480 

actactcccc taaaccggtt cttagccagc aagagaggcc cacaggaagg tctctgataa 
540 

cctgaagttt tgaaaagctt agaactgtgt gatcaggcca tatgcccctc agttcctgaa 
600 

tgttcactac cctgtggtgt ccctttgcca tggaagagac tccaaccaca cacatcagtt 
660 

aagctgccaa cactgtttcc tccccattct gctctgcgaa caacgcacag tccagccagg 
720 

agctcaacag ggagggtttt cttgttgtgt catggctgag atcaaagtca ttgtacacca 
780 

aggacatagt ggacagaagg gagccaacaa catttatgcc aaatcccatt cccaagatga 
840 

ctatatttta tagtttatta tgaggtaact gcctccagac agataagccc ctgcatgatg 
900 

ctgaaagtca gagcctgggg gtgaatgcca ccttatcttt gtcctcctca gctggtctgc 
960 

gtgtctctgc tcagaacgct gtgtagtagt gctccattgt gctgacaatg tcactctggt 
1020 

cctccaggag ctccagaact tgctgcagca cagcctcgct caggcccggg cggatgctca 
1080 

ggcgagcaca ggccaagatg tgcaggaagt gacagccctt ctccatgtga tttggtttct 
1140 

ggcagtcctg ctgaatgatc cggtggatct ttctgtgcag gtctttgtct tctctggtta 
1200 

catagtatag gttatcaaaa ccatcatctt tctggaaaac aagtcctttt tcctgcagca 
1260 

gttgtatagc attcttaaat atactatgaa ttgccttgga agtggtgtcc ttcttaaaat 
1320 

tcacttggtc ggagcaggca ctgtgaatca caggctgatt ggcaagggac agcaaagact 
1380 

cgaccatttc cagctcctgc tggtaaaagc tctgcactct gttctccatg aggaattctt 
1440 

tggctttttc actcagcaaa ctcgtgagac tggggaggtc cagggcgcct ggattgctta 
1500 

gtgcctcttc tttctctagg gctgagctgt gaaaaggctg gtcataaact ttcctgtaga 
1560 

tagtgggcag ctcaagcatc cttgcaattt gaatgttcca cactgggtcg tccactttat 
1620 

agtaagcggt ggcatgaatc tctcgctctt ctctgtatgt gcggatactg cctctgactc 
1680 

ggatcgtgtc cccgatctct atctttgttt tctgctcaat ggtctcttgt agcttcttaa 
1740 

gttgtgaggt taagctgagc tctcttgctg cacttggagc agccct 
1786 

<210> 5928 
<2ll> 202 
<212> PRT 

<213> Homo sapiens 
<400> 5928 

Met Leu Glu Leu Pro Thr lie Tyr Arg Lys Val Tyr Asp Gin Pro Phe 
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1 




5 





10 





15 


His 

Ser 

Ser 

Ala 

Leu 

Glu 

Lys 

Glu 

Glu 

Ala 

Leu 

Ser 

Asn 

Pro 

Gly 

Ala 




20 





25 





30 



Leu Asp 

Leu 

Pro 

Ser 

Leu 

Thr 

Ser 

Leu 

Leu 

Ser 

Glu 

Lys 

Ala 

Lys 

Glu 



35 





40 





45 




Phe 

Leu 

Met 

Glu 

Asn 

Arg 

Val 

Gin 

Ser 

Phe 

Tyr 

Gin 

Gin 

Glu 

Leu 

Glu 


50 





55 





60 





Met 

Val 

Glu 

Ser 

Leu 

Leu 

Ser 

Leu 

Ala 

Asn 

Gin 

Pro 

val 

lie 

His 

Ser 

65 





70 





75 





80 

Ala 

Cys 

Ser 

Asp 

Gin 

val 

Asn 

Phe 

Lys 

Lys 

Asp 

Thr 

Thr 

Ser 

Lys 

Ala 




85 





90 





95 


He 

His 

Ser 

lie 

Phe 

Lys 

Asn 

Ala 

lie 

Gin 

Leu 

Leu 

Gin 

Glu 

Lys 

Gly 




100 





105 





110 



Leu 

Val 

Phe 

Gin 

Lys 

Asp 

Asp 

Gly 

Phe 

Asp 

Asn 

Leu 

Tyr Tyr 

Val 

Thr 



115 





120 





125 




Arg 

Glu 

Asp 

Lys 

Asp 

Leu 

His 

Arg 

Lys 

lie 

His 

Arg 

lie 

lie 

Gin 

Gin 


130 





135 





140 





Asp Cys 

Gin 

Lys 

Pro 

Asn 

His 

Met 

Glu 

Lys 

Gly Cys 

His 

Phe 

Leu 

His 

145 





150 





155 





160 

lie 

Leu 

Ala 

Cys 

Ala 

Arg 

Leu 

Ser 

lie 

Arg 

Pro Gly 

Leu 

Ser 

Glu 

Ala 





165 





170 





175 


Val 

Leu 

Gin 

Gin 

val 

Leu 

Glu 

Leu 

Leu 

Glu 

Asp 

Gin 

Ser Asp 

lie 

Val 




180 





185 





190 



Ser 

Thr 

Met 

Glu 

His 

Tyr 

Tyr 

Thr 

Ala 

Phe 









195 





200 










<210> 5929 
<211> 606 
<212> DNA 

<213 > Homo sapiens 
<400 > 5929 

nngcgcgccg ccgcgtcccc agacaaaggc ttggccggcg gccccggccc gctgcgccct 
60 

cgctccccgc ctccccagct cttctccgct cctccccccc gcgcttggct cggcgcgctc 
120 

cggccggccg caaagtttcc cgggcggcag cggcggctgc gcctcgcttc agcgatggcc 
180 

gcggagctga gcatggggcc agagctgccc accagcccgc tggccatgga gtatgtcaac 
240 

gacttcgacc tgctcaagtt cgacgtgaag aaggagccac tggggcgcgc ggagcgtccg 
300 

ggcaggccct gcacacgcct gcagccagcc ggctcggtgt cctccacacc gctcagcact 
360 

ccgtgtagct ccgtgccctc gtcgcccagc ttcagcccga ccgaacagaa gacacacctc 
420 

gaggatctgt actggatggc gagcaactac cagcagatga accccgaggc gctcaacctg 
480 

acgcccgagg acgcggtgga agcgctcatc ggctcgcacc cagtgccaca gccgctgcaa 
540 

agcttcgaca gctttcgcgg cgctcaccac caccaccatc accaccaccc tcacccgcac 
600 

cacgcg 

606 
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<210> 5930 
<211> 144 
<212> PRT 

<213> Homo sapiens 
<4 00> 5930 


Met 

Ala 

Ala 

Glu 

Leu 

Ser 

Met 

Gly 

Pro 

Glu 

Leu 

Pro 

Thr 

Ser 

Pro 

Leu 

1 




5 





10 





15 


Ala 

Met 

Glu 

Tyr 

Val 

Asn 

Asp 

Phe 

Asp 

Leu 

Leu 

Lys 

Phe 

Asp 

Val 

Lys 




20 





25 





30 



Lys 

Glu 

Pro 

Leu 

Gly Arg 

Ala 

Glu 

Arg 

Pro 

Gly 

Arg 

Pro 

Cys 

Thr 

Arg 



35 





40 





45 




Leu 

Gin 

Pro 

Ala 

Gly Ser 

Val 

Ser 

Ser 

Thr 

Pro 

Leu 

Ser 

Thr 

Pro 

Cys 


50 





55 





60 





Ser 

Ser 

Val 

Pro 

Ser 

Ser 

Pro 

Ser 

Phe 

Ser 

Pro 

Thr 

Glu 

Gin 

Lys 

Thr 

65 





70 





75 





80 

His 

Leu 

Glu 

Asp 

Leu 

Tyr 

Trp 

Met 

Ala 

Ser 

Asn 

Tyr 

Gin 

Gin 

Met 

Asn 





85 





90 





95 


Pro 

Glu 

Ala 

Leu 

Asn 

Leu 

Thr 

Pro 

Glu Asp 

Ala 

Val 

Glu 

Ala 

Leu 

He 




100 





105 





110 



Gly Ser 

His 

Pro 

Val 

Pro 

Gin 

Pro 

Leu 

Gin 

Ser 

Phe 

Asp 

Ser 

Phe 

Arg 



115 





120 





125 




Gly Ala 

His 

His 

His 

His 

His 

His 

His 

His 

Pro 

His 

Pro 

His 

His 

Ala 


130 





135 





140 






<2 10> 5931 
<211> 478 
<212 > DNA 

<213 > Homo sapiens 
<400> 5931 

nggagatggc ggagtcgctt gaggtctccg cgccgctccc tgtacaaact ggtgggctcg 
60 

ccgccttgga aagaggcttt ccggcagaga tgcctggaga gaatgagaaa cagccgggac 
120 

aggctcctaa acaggtaccg ccaggctgga agcagtgggc cagggaattc tcagaacagc 
180 

tttctagttc aagaggtgat ggaagaagag tggaatgctt tgcagtcagt ggagaattgt 
240 

ccagaagact tggctcagct ggaggagctg atagacatgg ctgtgctgga ggaaattcaa 
300 

caggagctga tcaaccaagg tacaacctga gaatcacaag cggtgtggtg gtgtgtcagt 
360 

gtggcctgtc catcccatct cattcttctg agttgacaga gcagaagctt cgtgcctgtt 
420 

tagagggtag tataaatgag cacagtgcac attgtcccca cacaccccct tcacgcgt 
478 

<210> 5932 
<211> 109 
<212> PRT 

<213 > Homo sapiens 
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<400> 5932 

Xaa Arg Trp Arg Ser Arg Leu Arg Ser Pro Arg Arg Ser Leu Tyr Lys 
15 10 15 

Leu Val Gly Ser Pro Pro Trp Lys Glu Ala Phe Arg Gin Arg Cys Leu 
20 25 30 

Glu Arg Met Arg Asn Ser Arg Asp Arg Leu Leu Asn Arg Tyr Arg Gin 
35 40 45 

Ala Gly Ser Ser Gly Pro Gly Asn Ser Gin Asn Ser Phe Leu Val Gin 
50 55 60 

Glu Val Met Glu Glu Glu Trp Asn Ala Leu Gin Ser Val Glu Asn Cys 

65 70 75 80 

Pro Glu Asp Leu Ala Gin Leu Glu Glu Leu lie Asp Met Ala Val Leu 

85 90 95 

Glu Glu He Gin Gin Glu Leu lie Asn Gin Gly Thr Thr 
100 105 

<210> 5933 
<211> 1953 
<212 > DNA 

<213 > Homo sapiens 
<400> 5933 

atggagatcc gagagaaggg ctccgagttc ctgaaggagg agctgcacag agcgcagaag 
60 

gagctgaagc taaaggacga ggaatgtgag cggctgtcca aggtgcggga gcagctagaa 
120 

caggagctgg aagagctgac ggccagcctg tttgaggaag ctcacaagat ggttcgagaa 
180 

gccaacatga agcaggcggc atcagaaaag cagctgaagg aggctcgggg caagatcgac 
240 

atgctgcagg cagaggtgac agccttgaag acactggtca tcacgtccac accagcctct 
300 

cccaaccgcg agcttcaccc ccagctgctg agccccacca aggccgggcc ccgaaagggc 
360 

cactctcgcc acaagagcac cagcagcacc ctctgccccg ccgtgtgtcc cgctgcggga 
420 

cacaccctca ccccagacag agagggcaag gaggtggaca caatcctgtt tgcagagttc 
480 

caggcctgga gggaatcccc caccctggac aagacctgcc ccttcctgga aagggtgtac 
540 

cgagaggacg tgggcccctg cctggacttc acaatgcagg agctctcggt gctggtacgg 
600 

gccgccgtgg aggacaacac gctcaccatt gagccggtgg cttcgcagac gctgcccaca 
660 

gtgaaggtgg ccgaggttga ctgtagcagc accaacacat gtgccctgag cgggctgacc 
720 

cgcacctgcc gccaccgaat ccggctcggg gactccaaaa gccattacta catctcgcca 
780 

tcttcccggg ccaggatcac cgcagtgtgc aacttcttca cctacatccg ctacatccag 
840 

caaggcctgg tgcggcagga cgcagagccc atgttctggg agatcatgag gttgcggaag 
900 

gagatgtcac tggccaagct cggcttcttc ccccaggagg cttagggcgc ggcccaggcc 
960 
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tgaaggggag 

1020 

ctctgagaca 

gagcaaacac 

ccaccccaga 

acaagccgac 

acacagggag 

acgggggcct 

1080 

ggagccagcc 

ctgagccaga 

ggcagaatgg 

atggacagac 

aggccatgga 

ggcagcactg 

1140 

agccagcacc 

acacgtccat 

cctgggacag 

acgggcctgg 

acttcacggc 

aagacccccc 

1200 

tctcttcccc 

actgggttct 

gccaccacca 

ggaggatttc 

aagaaagcac 

caaagaccag 

1260 

ggagctcgga 

tccatactcg 

gggggcctca 

gcccttggga 

ggggacacct 

gaggcagcca 

1320 

gcgccccctc 

cccagtcccc 

agaactgcct 

gcaggtgcot 

tgttgctggc 

ttgtcttcag 

1380 

aaagggactg 

ttctgggtgg 

ctggatctcc 

agggtaccct 

ccaccccagc 

tgccaagccc 

1440 

tgggccagca 

gcaccccctt 

gtggccatcc 

tgtgccttgt 

tcccggtggc 

ctccctattg 

1500 

gactactagg 

aggggctggc 

agggcctcca 

tagcacagaa 

ttgccccaaa 

gccttgttaa 

1560 

gatgagtcaa 

gacccctccc 

ccgcttcctc 

ccttcctttc 

ccccttcctc 

cctccccctt 

1620 

cataaaggcc 

tcccttgtca 

ccttccctcc 

caccccgtct 

cagccctgtg 

ctcctggagg 

1680 

ccctgctccc 

aaaaccgctg 

gaaggactgg ggcactttct 

gccacagtag 

aacacagaca 

1740 

gggcttcaga 

tcacccacgc 

ctgttttcag 

ctgtgggtgg 

ccatgcagac 

acgcgccctg 

1800 

gcatgtgggg 

cctgggtggg 

caggcaggac 

ctg ggccctc 

ccacccatca 

gagcccactc 

1860 

aggaccagcg 

ttcggagctc 

ccacctggac 

gcatccctca 

ccacgtccgg 

atttccttct 

1920 

tacaggcaaa 

ttggatggaa 

aaaaaaaaaa 

tgtaacgcga 

aaaaaaaaaa 

tctctattta 

aaa 

ataaaggcag 

gctttgttgg 


1953 

<210> 5934 
<211> 314 
<212> PRT 

<213> Homo sapiens 


<400> 5934 


Met 

Glu 

lie 

Arg 

Glu 

Lys 

Gly 

Ser 

Glu 

Phe 

Leu 

Lys 

Glu 

Glu 

Leu 

His 

1 




5 





10 





15 


Arg Ala 

Gin 

Lys 

Glu 

Leu 

Lys 

Leu 

Lys 

Asp 

Glu 

Glu 

Cys 

Glu 

Arg 

Leu 




20 





25 





30 



Ser Lys 

Val 

Arg 

Glu 

Gin 

Leu 

Glu 

Gin 

Glu 

Leu 

Glu 

Glu 

Leu 

Thr 

Ala 



35 





40 





45 




Ser 

Leu 

Phe 

Glu 

Glu 

Ala 

His 

Lys 

Met 

Val 

Arg Glu 

Ala 

Asn 

Met 

Lys 


50 





55 





60 





Gin 

Ala 

Ala 

Ser 

Glu 

Lys 

Gin 

Leu 

Lys 

Glu 

Ala Arg 

Gly 

Lys 

lie 

Asp 

65 





70 





75 





80 

Met 

Leu 

Gin 

Ala 

Glu 

Val 

Thr 

Ala 

Leu 

Lys 

Thr 

Leu 

Val 

He 

Thr 

Ser 





85 





90 





95 


Thr 

Pro 

Ala 

Ser 

Pro 

Asn 

Arg 

Glu 

Leu 

His 

Pro 

Gin 

Leu 

Leu 

Ser 

Pro 
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100 105 no 

Thr Lys Ala Gly Pro Arg Lys Gly His Ser Arg His Lys Ser Thr Ser 
115 120 125 

Ser Thr Leu Cys Pro Ala Val Cys Pro Ala Ala Gly His Thr Leu Thr 
130 135 140 

Pro Asp Arg Glu Gly Lys Glu Val Asp Thr lie Leu Phe Ala Glu Phe 
145 150 155 160 

Gin Ala Trp Arg Glu Ser Pro Thr Leu Asp Lys Thr Cys Pro Phe Leu 
165 170 175 

Glu Arg Val Tyr Arg Glu Asp Val Gly Pro Cys Leu Asp Phe Thr Met 
180 185 190 

Gin Glu Leu Ser Val Leu Val Arg Ala Ala Val Glu Asp Asn Thr Leu 
195 200 205 

Thr lie Glu Pro Val Ala Ser Gin Thr Leu Pro Thr Val Lys Val Ala 
210 215 220 

Glu Val Asp Cys Ser Ser Thr Asn Thr Cys Ala Leu Ser Gly Leu Thr 

225 230 235 240 

Arg Thr Cys Arg His Arg lie Arg Leu Gly Asp Ser Lys Ser His Tyr 

245 250 255 

Tyr lie Ser Pro Ser Ser Arg Ala Arg lie Thr Ala Val Cys Asn Phe 
260 265 270 

Phe Thr Tyr lie Arg Tyr lie Gin Gin Gly Leu Val Arg Gin Asp Ala 
275 280 285 

Glu Pro Met Phe Trp Glu lie Met Arg Leu Arg Lys Glu Met Ser Leu 
290 295 300 

Ala Lys Leu Gly Phe Phe Pro Gin Glu Ala 
305 310 

<210> 5935 

<211> 2727 

<212> DNA 

<213> Homo sapiens 

<400> 5935 

nngtcgcctc cgcctgatcc ccggcctgtc ggccgacccc acctcgccaa ccgaggcgga 
60 

ccgcggagtg tgcgaacgac cccaccgctg ctttctcctc ccccagatca cgcaccccag 
120 

ctccggaata tggggaactg cctcaaatcc cccacctcgg atgacatctc cctgcttcac 
180 

gagtctcagt ccgaccgggc tagctttggc gaggggacgg agccggatca ggagccgccg 
240 

ccgccatatc aggaacaagt tccagttcca gtctaccacc caacacctag ccagactcgg 
300 

ctagcaactc agctgactga agaggaacaa attaggatag ctcaaagaat aggtcttata 
360 

caacatctgc ctaaaggagt ttatgaccct ggaagagatg gatcagaaaa aaagatccgg 
420 

gagtgtgtga tctgtatgat ggactttgtt tatggggacc caattcgatt tctgccgtgc 
480 

atgcacatct atcacctgga ctgtatagat gactggttga tgagatcctt cacgtgcccc 
540 

tcctgcatgg agccagttga tgcagcactg ctttcatcct atgagactaa ttgagccagg 
600 
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gtctcttatc tgacttcaag 
660 

cccaaagagc cagggattag 
720 

atggctgcag atgttggggg 
780 

ggatggtatt tttatgtaaa 
840 

ttgttattgc tccagtacat 
900 

aattgtgtgt attgaagatt 
960 

ttcttctctt ccccttcccc 
1020 

gttttattaa aagctacatt 
1080 

tttgcacagt tctttttttc 
1140 

gtgtattatt atcgttgggg 
1200 

ataagtgcta tattctgttt 
1260 

gtaagcaaac tgagatgcac 
1320 

ccaactctat taaggtgggg 
1380 

tggttgttaa tatggtgata 
1440 

tttattgaga ttgaattatg 
1500 

gacctaatga gaaatagtta 
1560 

ctccttgcct cttgtcttga 
1620 

ctgaggttat tgaagttata 
1680 

ttacatcctg ctagctgact 
1740 

tgttttgcac acaaacgcag 
1800 

aaagaaggaa tttctccttt 
1860 

cttctgaagt gttagaggta 
1920 

tttagcatgt gtttattttt 
1980 

atattacagc taaaaaaatc 
2040 

gaagtgtttc ttattattat 
2100 

atacaaaaca cagtgtcatg 
2160 

cataagtact ttgtaaagat 
2220 


tgaaccacca ttttggtggt 
gaattaagat cgtgcacaaa 
aaaaagtacg tgatatttta 
gccttgaccc aatgtttaaa 
aggaattgtg taaagtgtta 
aggaaaaaga tagtagttat 
acccgaattc ttttctgaag 
ttataacact ggcacacaca 
cattggaaat ggaattcatt 
ctggctctat gcttgaaaac 
gcagttagga aatgcagaat 
tatccctttt ctataaaaaa 
tttaatatta ccctttccta 
atggaaagtc aagttaaatt 
ccaccacgtt tatgtaaaaa 
ctcagttgta aaaattttga 
accatagcaa aaggatactg 
caaaacacat ctcagtctct 
gacaaaacta agcagggaga 
aatttgtata accatatgac 
gtttcttgca gttaatgtaa 
gagatggtct agtaaagatg 
tcatatgtac tcaaaggtga 
attcattagc aaaaggaaaa 
tttatattga gttgaatatt 
aaggttattc ataattgcat 
ttgacattca actgtagtat 


tttgatcttt tgtcactgag 
agtttcctta aaattcctgg 
gaaacttagt gggaaaagta 
aatataattg tatttagatc 
acagcagctg tatttgttta 
ttttcctaaa tgaaataact 
ttgctggcat ttgggtcaag 
aaaaagtagt tttaagcttg 
gccttaggtc tttttaaata 
cagtttattt ataacctgtt 
tcaaagtgat ctcctagctt 
taagttaatg tgtcaagaaa 
tgtgttttat ctaattattt 
ttaaatatta agaattctga 
tgaaggtggc accgtggtga 
tttattctct ttcttctgac 
catctctcat tactgtagtg 
gtttcttgga aaggtatcta 
ataaagataa ttgtatttta 
ttcatagttg tgatctcaaa 
gaatacttta aatctctaag 
tagtagtaat gttttatcca 
cttattggtt cacctcagtg 
gtggtctcaa cctaacatca 
gaactctaac agttttctac 
tatagaggaa tgtagtatgt 
ccatatgttg cttaaatttc 
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cttatgagcc ccatgatgga aagacttaaa gatgaatttg agaaaaattg aaagaaatta 
2280 

gattatcagg ttctgttaaa ttgttacatg tatcttgctt aaatttctgt ttattaattt 
2340 

atatccaccc aagtacataa agcaaatttg gaggaaacaa ctgaagttgt gcaatatttt 
2400 

ctgataattg ctttttttat tcttgtgttt tctacttaaa cataatgtct gtgtcatcaa 
2460 

gtattatagt cagacttttc tttttttcta gattgttaaa attggcaaat gaactttttt 
2520 

aaaaatcatc ttccatgttg cagttagtct ttcttttcat tacaagtctt tcacagaagt 
2580 

ttggtggtaa tattgaaaga actagcattg ggcagaatgt gtctttttta ggcactttat 
2640 

attctcaaca tacaatgtta agaaccatca attttgactt ttactaagtt gttaaataaa 
2700 

gttataatac agctgtgaaa aaaaaaa 
2727 

<2 10> 5936 
<211> 154 
<212> PRT 

<213> Homo sapiens 
<4 00> 5936 


Met Gly 

Asn 

Cys 

Leu 

Lys 

Ser 

Pro 

Thr 

Ser 

Asp Asp 

lie 

Ser 

Leu 

Leu 

1 




5 





10 




15 


His 

Glu 

Ser 

Gin 

Ser 

Asp 

Arg 

Ala 

Ser 

Phe 

Gly Glu 

Gly Thr 

Glu 

Pro 




20 





25 




30 



Asp 

Gin 

Glu 

Pro 

Pro 

Pro 

Pro 

Tyr 

Gin 

Glu 

Gin Val 

Pro 

Val 

Pro 

Val 



35 





40 




45 




Tyr 

His 

Pro 

Thr 

Pro 

Ser 

Gin 

Thr 

Arg 

Leu 

Ala Thr 

Gin 

Leu 

Thr 

Glu 


50 





55 




60 





Glu 

Glu 

Gin 

He 

Arg 

lie 

Ala 

Gin Arg 

He 

Gly Leu 

lie 

Gin 

His 

Leu 

65 





70 





75 




80 

Pro 

Lys 

Gly 

Val 

Tyr 

Asp 

Pro 

Gly Arg 

Asp 

Gly Ser 

Glu 

Lys 

Lys 

lie 





85 





90 




95 


Arg 

Glu 

Cys 

Val 

lie 

Cys 

Met 

Met 

Asp 

Phe 

Val Tyr 

Gly Asp 

Pro 

lie 




100 





105 




110 



Arg 

Phe 

Leu 

Pro 

Cys 

Met 

His 

lie 

Tyr 

His 

Leu Asp 

Cys 

lie 

Asp 

Asp 



115 





120 




125 




Trp 

Leu 

Met 

Arg 

Ser 

Phe 

Thr 

Cys 

Pro 

Ser 

Cys Met 

Glu 

Pro 

Val 

Asp 


130 





135 




140 





Ala 

Ala 

Leu 

Leu 

Ser 

Ser 

Tyr 

Glu 

Thr 

Asn 






145 





150 











<210> 5937 
<2 11 > 1536 
<212> DNA 

<213 > Homo sapiens 
<4 00> 5937 

naagctttag tgattgtggc ttattcacag ctattctttg ctgcaacctg attgaaaatg 
60 
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ttcagagatt aggcttgaca 
120 

tttgcatcag ttatctcaag 
180 

agtactcaga tcctcctttg 
240 

ctcaccagaa aggaaacaga 
300 

attccagaaa atgctgaagg 
360 

gggtcaagag ttatagattc 
420 

caattaatga ggctattacc 
480 

acaactttat ccggagacac 
540 

gtttctcttg aaaatgcagt 
600 

gaccacgtag atcttgtcct 
660 

aatatgcatc gtattattgc 
720 

aaaatgacag gaacacagcc 
780 

agtgtgaaag atgtgtgcac 
840 

aatgaagcaa caatctgcag 
900 

ctgaagctca cgtgtcagac 
960 

gctttgttgg gaggtggctg 
1020 

cacaacgacc cagaaagcat 
1080 

attgctgaag cattttgcag 
1140 

ggtgaaattc tcactgacat 
1200 

tgtgttgcta actggccaga 
1260 

gaagaactca actggtcttt 
1320 

cttccacatg aagctgtggg 
1380 

cttagtggcc tacaggtggc 
1440 

attgaagata aaaactaaga 
1500 

tctgttggca attgaaaaaa 
1536 


cccaccactg tcattagatt 
gtctgagacc tgtggttgtc 
tttggtgcgt agtatattaa 
gcatgtcagt gctttgattc 
ccacatcatt ttaggaaaga 
cactgtatta cctgggatac 
tatcaaaaaa tcaactgccc 
ttctgacact ggagaaggaa 
cttggaccag ctgcttaacc 
gtgccaaaaa gttatacatc 
catagacaga attggagtga 
tattggatcc ctaggctcaa 
tgcaaaattt ggctccaaac 
cttgcttctc tgcaacagaa 
ggcactgcat gtcctgcagt 
tactgaaact catttggctg 
tctcaaagat gatgaatgta 
tgccctagaa tctgttgttg 
gaagtatgga cacctttggt 
tttgctttca cagtgtggct 
cttaagaagc acacgtcgtc 
ctcagccagc aacctgacct 
tgtagagaca gccaatttga 
gaatagcatg ttcgtattac 
aaaaaaaaaa aaaaaa 


aaataaacat cttttgagtc 
gaaccccagt ggactttagt 
caagtaaacc tgcctgtatg 
ttagagcctt tttgcttaca 
gtttaattgt accttttaaa 
tcattgaaat gtcagaagtt 
tcaaggtggc actcttttgt 
ctgtggtggt cagttatggg 
taggaaggca gctaatcagt 
catctttgaa gcagtttctc 
ctctgatgga acccctgact 
tatgtcctaa tagttatgga 
atttttttca tcttattcct 
atgacactgc ctgggatgag 
taacactcaa ggaaccatgg 
catatatcag acacaagact 
ctcaaacaga acttcaatta 
gctctttaga acatgatgga 
cagttcaggc agattctccc 
gtggattata caatagccag 
catttgtgcc acaaagctgc 
tggactgttt gactgcaaag 
ttttggatct ttcatatgtt 
aagagaaaca aataaactag 


<210 > 5938 
<211> 406 
<212 > PRT 
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<213> Homo sapiens 


<400> 5938 


Met 

Leu 

Thr 

Arg 

Lys 

Glu 

Thr 

Glu 

His 

Val 

Ser 

Ala 

Leu 

lie 

Leu 

Arg 

1 




5 





10 





15 


Ala 

Phe 

Leu 

Leu 

Thr 

lie 

Pro 

Glu 

Asn 

Ala 

Glu Gly 

His 

lie 

lie 

Leu 




20 





25 





30 



Gly 

Lys 

Ser 

Leu 

lie 

Val 

Pro 

Phe 

Lys Gly 

Ser Arg 

Val 

lie 

Asp 

Ser 



35 





40 





45 




Thr 

Val 

Leu 

Pro 

Gly 

lie 

Leu 

lie 

Glu 

Met 

Ser 

Glu 

Val 

Gin 

Leu 

Met 


50 





55 





60 





Arg 

Leu 

Leu 

Pro 

lie 

Lys 

Lys 

Ser 

Thr 

Ala 

Leu 

Lys 

Val 

Ala 

Leu 

Phe 

65 





70 





75 





80 

Cys 

Thr 

Thr 

Leu 

Ser 

Gly 

Asp 

Thr 

Ser 

Asp 

Thr Gly 

Glu Gly 

Thr 

Val 





85 





90 





95 


Val 

Val 

Ser 

Tyr 

Gly 

Val 

Ser 

Leu 

Glu 

Asn 

Ala 

Val 

Leu Asp 

Gin 

Leu 




100 





105 





110 



Leu 

Asn 

Leu 

Gly 

Arg 

Gin 

Leu 

lie 

Ser Asp 

His 

Val 

Asp 

Leu 

Val 

Leu 



115 





120 





125 




Cys 

Gin 

Lys 

val 

lie 

His 

Pro 

Ser 

Leu 

Lys 

Gin 

Phe 

Leu 

Asn 

Met 

His 


130 





135 





140 





Arg 

lie 

lie 

Ala 

lie 

Asp 

Arg 

lie 

Gly Val 

Thr 

Leu 

Met 

Glu 

Pro 

Leu 

145 





150 





155 





160 

Thr 

Lys 

Met 

Thr 

Gly 

Thr 

Gin 

Pro 

lie 

Gly 

Ser 

Leu 

Gly Ser 

lie 

Cys 





165 





170 





175 


Pro 

Asn 

Ser 

Tyr 

Gly 

Ser 

Val 

Lys 

Asp 

Val 

Cys 

Thr 

Ala 

Lys 

Phe 

Gly 




180 





185 





190 



Ser 

Lys 

His 

Phe 

Phe 

His 

Leu 

lie 

Pro 

Asn 

Glu 

Ala 

Thr 

lie 

Cys 

Ser 



195 





200 





205 




Leu 

Leu 

Leu 

Cys 

Asn 

Arg 

Asn 

Asp 

Thr 

Ala 

Trp 

Asp 

Glu 

Leu 

Lys 

Leu 


210 





215 





220 





Thr 

Cys 

Gin 

Thr 

Ala 

Leu 

His 

Val 

Leu 

Gin 

Leu 

Thr 

Leu 

Lys 

Glu 

Pro 

225 





230 





235 





240 

Trp 

Ala 

Leu 

Leu 

Gly 

Gly 

Gly Cys 

Thr 

Glu 

Thr 

His 

Leu 

Ala 

Ala 

Tyr 





245 





250 





255 


He 

Arg 

His 

Lys 

Thr 

His 

Asn Asp 

Pro 

Glu 

Ser 

lie 

Leu 

Lys 

Asp 

Asp 




260 





265 





270 



Glu 

Cys 

Thr 

Gin 

Thr 

Glu 

Leu 

Gin 

Leu 

lie 

Ala 

Glu 

Ala 

Phe 

Cys 

Ser 



275 





280 





285 




Ala 

Leu 

Glu 

Ser 

Val 

Val 

Gly Ser 

Leu 

Glu 

His 

Asp 

Gly Gly 

Glu 

lie 


290 





295 





300 





Leu 

Thr 

Asp 

Met 

Lys 

Tyr 

Gly His 

Leu 

Trp 

Ser 

Val 

Gin 

Ala 

Asp 

Ser 

305 





310 





315 





320 

Pro 

Cys 

Val 

Ala 

Asn 

Trp 

Pro Asp 

Leu 

Leu 

Ser 

Gin 

Cys 

Gly 

Cys 

Gly 





325 





330 





335 


Leu 

Tyr 

Asn 

Ser 

Gin 

Glu 

Glu 

Leu 

Asn 

Trp 

Ser 

Phe 

Leu Arg 

Ser 

Thr 




340 





345 





350 



Arg 

Arg 

Pro 

Phe 

Val 

Pro 

Gin 

Ser 

Cys 

Leu 

Pro 

His 

Glu 

Ala 

Val 

Gly 



355 





360 





365 




Ser 

Ala 

Ser 

Asn 

Leu 

Thr 

Leu Asp 

Cys 

Leu 

Thr 

Ala 

Lys 

Leu 

Ser 

Gly 


370 





375 





380 





Leu 

Gin 

Val 

Ala 

Val 

Glu 

Thr 

Ala 

Asn 

Leu 

lie 

Leu 

Asp 

Leu 

Ser 

Tyr 

385 





390 





395 





400 

Val 

lie 

Glu 

Asp 

Lys 

Asn 
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405 

<210> 5939 

<211> 795 

<212 > DNA 

<213 > Homo sapiens 

<400> 5939 

nnctgtctcc ccctccgcct ctccctgcat tcttgttgct tctgggctct ccctgggacc 
60 

ttatgtgcat tcgcctttcc ccaacgtgtc ccttctcccc tcctcctcat cctccgggcg 
120 

gcgtgcgcct cctgcctctc cccggccggc cacacggtgg cgctgtgtcc cgctcgcccg 
180 ? 

cccgcccgcc gctcgcccgc agcctgcaag cgcaaggaac aggagcagca gaaggagcgc 
240 

gccctgcagc ccaagaagca gcgcctggtg ttcaccgacc tgcagcgacg cacgctgatc 
300 

gccatcttca aggagaacaa gcggccgtcc aaggagatgc aggtcaccat ctcgcagcag 
360 

ctcggcttgg agctcaacac cgtcagcaac ttcttcatga acgcgcggcg ccgctgcatg 
420 

aaccgctggg ctgaggagcc cagcacggcc cccgggggcc ccgccggcgc cacggccact 
480 

ttctccaagg cctgaggcgc cccggccccg cgccctccct gcctccacgg cctgggcgct 
540 

gtgcccccac gtcacctccc cacatcctgc cggcccggag acccgccccc agggggcacc 
600 

tggagggggt gctatccggg ccccccacac ccggggaggg ggaagcagca caccccccag 
660 

cccaagtgca caaaaagggc cccccttcct ccctccatgc ccactccctc caggccaaag 
720 

gaagccctcc accccccccc ggaggggagg gagtgacaga aaggggtttc ccagccccct 
780 

ctccattcag gacgc 
795 

<210> 5940 
<211 > 96 
<212 > PRT 

<213> Homo sapiens 


<400 > 5940 


Cys 

Lys 

Arg 

Lys 

Glu 

Gin 

Glu 

Gin 

Gin 

Lys 

Glu Arg 

Ala 

Leu 

Gin 

Pro 

1 




5 





10 





15 


Lys 

Lys 

Gin 

Arg 

Leu 

Val 

Phe 

Thr 

Asp 

Leu 

Gin Arg 

Arg 

Thr 

Leu 

lie 




20 





25 





30 



Ala 

lie 

Phe 

Lys 

Glu 

Asn 

Lys 

Arg 

Pro 

Ser 

Lys 

Glu 

Met 

Gin 

Val 

Thr 



35 





40 





45 




He 

Ser 

Gin 

Gin 

Leu 

Gly 

Leu 

Glu 

Leu 

Asn 

Thr 

Val 

Ser 

Asn 

Phe 

Phe 


50 





55 





60 





Met 

Asn 

Ala 

Arg 

Arg 

Arg 

Cys 

Met 

Asn 

Arg 

Trp 

Ala 

Glu 

Glu 

Pro 

Ser 

65 





70 





75 





80 

Thr 

Ala 

Pro 

Gly 

Gly 

Pro 

Ala 

Gly 

Ala 

Thr 

Ala 

Thr 

Phe 

Ser 

Lys 

Ala 
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85 


90 


95 


<210> 5941 

<211> 2590 

<212> DNA 

<213> Homo sapiens 

<400> 5941 

tttttttttt tttttttttt 
60 

ataagatata aacttaagta 
120 

gctaagcata gcacatcaga 
180 

cttctattct ggacctaata 
240 

agaaggtttc atggacagcg 
300 

aaaaacgtgg gccttcagag 
360 

aaaatgagtt cccttcatgg 
420 

cttgctctgc tgncccaggt 
480 

cctcccgggt tcaagcaatt 
540 

ctgtcatcac ggctggctac 
600 

ccaggctggt ctcaaactcc 
660 

tagggttaca gacatgagcc 
720 

atggataggc ttcgggagaa 
780 

cggttttcta cagagagggt 
840 

gagagtttat tgttagaagt 
900 

gggctgtcta gatcaggata 
960 

atgagaagac ggtaaattca 
1020 

agtgagatgt gaaacgtgag 
1080 

gtgagtatac caagagctac 
1140 

tcatgagtgc ccatgggaca 
1200 

ggcacagtgg ctcatgtctg 
1260 

agggtteagg agtttgagac 
1320 

taaaattagc tcggcatggt 
1380 


ttaatcttct aagtcctttt 
gtacacatga gttttataat 
gcataacaca gtgtgaggga 
attcaataga gaaagaacta 
aacataaagc tctactagct 
aactaaaggt accaatgtgt 
gtcacatcag caattttttt 
tggagtgcag tggcatgatc 
ctcatgcctc agcctcccga 
tttttgtatt tttagtagag 
tgacctcaag tgatctgctt 
actgtgccca gctacctcat 
cccaagaacc aatgaaatct 
caacagcatg tatattttca 
ccttgggcaa tcaacttgga 
atgttgaatt tgaccctcac 
agggttaatc agaaattaac 
aaaaacatca atgatgaaat 
aggcttggaa gatgaataaa 
gacagggaga aatggacagt 
taaccctagc actttgggag 
gaacctgggt gacatagtga 
gctgcaagat tatagtccct 


aattgttctt ataaactagc 
ttactaatct ctgacagata 
aataaagtgt acaatgacat 
cttgtagtca ctgtggttac 
aacaaatagg tcttaatgat 
ggcagtccaa aattacgagg 
ttcccctttt gagacagagt 
caggctcact gcaacctccg 
gtagctggga ttacaggtgc 
acagggtttc accatgttgg 
gcttcagcct cccaaagtgc 
caattcttaa tctataaacc 
gttggtaagt tttatgtgtg 
aagaagtctg tggtgcaaaa 
aaagggtgga ttgagaatgg 
ttgaggcttt tgtacagagg 
accaacatga cttggtgatg 
caagcttctg acttgcaaca 
gttgggagca ttctgttttt 
tgaaagtaca agtctagaca 
gctgagatag gagaattact 
gagctcatct ctacaaaaaa 
cagcctctga gtagctggga 
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ttacagatgc 

1440 

tcaccaccat 

gcctaggtaa 

tttttgtatt 

tttagtagag 

atggggtttc 

accatattgg 

1500 

ccaggcaggt 

cttgaactcc 

tgacctccag agatctgccc 

acttcagcct 

cccaaagtgc 

1560 

tgggattaca 

ggcgtattcc 

actgtgccca 

gcctgagttt 

ctgtttagaa 

acaacagtct 

1620 

atgatagtat 

aatcctctct 

tttttgtaca 

cagagtaaag 

aggacaaata 

ggtgaaagaa 

1680 

taaatgaaag 

gctggaatcc 

cacttccccc 

gctgtcccag 

ggcattggat 

attgacggat 

1740 

aggaggcagc 

aaaccactca 

cagagccagg 

aagaaatgaa 

tgcgttggta 

ttgccaggag 

1800 

gggaagccgg 

cccggctgaa 

atatgctatg 

accatagcca 

ggagatactg 

atggagagaa 

1860 

aggaacacag 

agagggagag 

gtcacatctt 

ggaagaggaa 

gattgtggag 

agggggaatg agggtctggg 
1920 

gaggggctgc 

ccatcagaga 

agggacctca 

gtgttggggt 

gactactcat 

1980 

ttggaaattg 

cgggatggag 

gggtatttga 

aggtcggatg 

caaatccgag 

aagccagagg 

2040 

aagggttttg 

ggtgatgctc 

ccaggatggt 

gggctctgat 

gggatctttg 

gagggggtgt 

2100 

gtctaggtcg 

gctggtgtca 

ggagggtctt 

ttgtgtgcca 

ggcagagaac 

tgtcccgaag 

2160 

agctgagagt 

agaggggcca 

ggagcttcag 

ggctgcggcc 

agactgtggc 

ccagagctca 

2220 

gatcccaaag 

gacccatagg 

agaggcaggg 

gccactcatt 

cactctgcaa 

gagaccagca 

2280 

gaatcctgag 

ggagatgctg 

acaaatcata 

aaaagaccaa 

gaatagccgg 

gagtggcggc 
234 0 

tcaagcctgt 

gatcccagta 

ctttttgaga 

ggtggagaca 

ggaggatoat 

gtgagcccag 

2400 

cggttcgaga 

acaacctggg 

caacatggtg 

agaccctgtt 

tctacaaaca 

tttcaaaaat 

2460 

tagttgggca 

tggtggcatg 

tgcctagtcc 

cagctcctca 

ggaggctgag 

gaaagaagat 

2520 

tgcttgagcc 

caggaattag 

aggctgcaat 

gagctatgat 

catgccactg 

cactccatcc 

2580 

gagcttttta 

2590 

<210> 5942 
<211> 89 
<212> PRT 
<213 > Homo 

tgggtggctt 

sapiens 

gagaccctgt 

tgttagattc 

tagtcttgtc 

cattgttttt 


<400> 5942 
Met Ser Ser Leu His 
1 5 

Arg Gin Ser Leu Ala 
20 

Pro Gly Ser Leu Gin 


Gly Ser His Gin Gin Phe Phe Phe Pro Leu Leu 
10 15 

Leu Leu Xaa Gin Val Gly Val Gin Trp His Asp 
25 30 

Pro Pro Pro Pro Gly Phe Lys Gin Phe Ser Cys 
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Leu 

Ser 

35 

Leu 

Pro 

Ser 

Ser 

40 

Trp Asp Tyr 

Arg 

Cys 

Leu 

45 

Ser 

Ser 

Arg 

Leu 

Ala 

50 

Thr 

Phe 

Cys 

He 

Phe 

55 

Ser Arg Asp 

Arg 

Val 

60 

Ser 

Pro 

Cys 

Trp 

Pro 

65 





70 



75 





80 


Gly Trp Ser Gin Thr Pro Asp Leu Lys 
85 

<210> 5943 
<211> 781 
<212> DNA 

<213 > Homo sapiens 
<400> 5943 

nacgcgttgg cagcggcagg agtaaccaga gggagcatat acgccagttg ggttaaagac 
60 

tgcttggatt gaattgttgg aaatgatctc gactcggcgc aaactaaacc aactctggat 
120 

ggacaacttg ttgtaattgg taaggatgaa tcttatagca agacttctgg ggtttccagc 
180 

atcaccaagc ttcaaagaca accatttgga gttgagacca agcctggaat cctttgctgt 
240 

tttcaaaacg agtttgagaa cccttgcttt ccaaagtctc atttttctgt cacccaagct 
300 

ggagagcaat ggcgcgatct cagctcacca caacctccgc ctcccaggtt caagcaattc 
360 

tcctgtctca gcctcccgag tagctgggac cacaggcacc cgccaccacg cccggctaac 
420 

ttttgtattt ttagtagaga cgaggtttca ccgcggtctc gatctcctga cctcatgnna 
480 

tccgcccacc tcggcctccc aaagtgctgg gattacaggc gtgagccact gcgcccagcc 
540 

cagatcagcc ttttatttag caagtcacca tcacaagaca tacaggctaa ggcttaaaag 
600 

aagcccttgg gtttaaaaca aatgtttagg aggagatgag aagtttctca tctttgatgg 
660 

ctacaaaaat catcaaaaca aattcaggtt cagagtctag aaaagatgtt actatttgca 
720 

gcatgggtct gatacagcag ttcttaacgg gtaaactgct ttgttttaat ttatattaca 

780 
S 

781 

<210> 5944 
<211> 174 
<212> PRT 

<213> Homo sapiens 
< 4 0 0 > 5944 

lie Val Gly Asn Asp Leu Asp Ser Ala Gin Thr Lys Pro Thr Leu Asp 
15 10 15 

Gly Gin Leu Val Val lie Gly Lys Asp Glu Ser Tyr Ser Lys Thr Ser 
20 25 30 

Gly Val Ser Ser lie Thr Lys Leu Gin Arg Gin Pro Phe Gly Val Glu 
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35 40 45 

Thr Lys Pro Gly lie Leu Cys Cys Phe Gin Asn Glu Phe Glu Asn Pro 
50 55 60 

Cys Phe Pro Lys Ser His Phe Ser Val Thr Gin Ala Gly Glu Gin Trp 

65 70 75 80 

Arg Asp Leu Ser Ser Pro Gin Pro Pro Pro Pro Arg Phe Lys Gin Phe 

85 90 95 

Ser Cys Leu Ser Leu Pro Ser Ser Trp Asp His Arg His Pro Pro Pro 
100 105 110 

Arg Pro Ala Asn Phe Cys lie Phe Ser Arg Asp Glu Val Ser Pro Arg 
115 120 125 

Ser Arg Ser Pro Asp Leu Met Xaa Ser Ala His Leu Gly Leu Pro Lys 
130 135 140 

Cys Trp Asp Tyr Arg Arg Glu Pro Leu Arg Pro Ala Gin lie Ser Leu 

145 150 155 160 

Leu Phe Ser Lys Ser Pro Ser Gin Asp lie Gin Ala Lys Ala 

165 170 


<210> 5945 
<211> 869 
<212> DNA 



<213> Homo 
<400> 5945 

sapiens 


nnttcggcct 

60 

gagagcgggc 

cgaggagatt 

gtgcctgggc 

120 

tggtgggaac 

accgcccgaa 

tggatgagtt 

180 

aatgggccgg 

gaccgaaacc 

ggtgggacca 

240 

cgagagcgtt 

tgtaaatatt 

tcacaaatac 

300 

acgttctgat 

cttgatgtat 

gcaaattttt 

360 

ggaagatgac 

aagtggatgg 

caacctgtac 

cctaaaagcc 

tgcagaaggg 

420 


« 

cagaaccctg 

480 

gacaggctca 

ggatttggag 

ctagagaaag 

540 

tgaacagttc 

ctgagaagtg 

gatgaaaatc 

600 

tacgaaaaca 

gtatgagaag 

agagattttt 

660 

tgcgatactt 

acagagctta 

ggccatgctc 

720 

gtttggcatt 

atctcaaaac 

ggcaaaaatg 

780 

gagaaaaaat 

tcaggttcta 

attgaagaat 

840 

tagggtctga 

aggaaaagta 

gagcaattaa 

869 

aagaagagag 

agaactgct 


ggcgacggtg tccggtgttt tcgttggcgg 
gaagcaccat gatttcggcc gcgcagttgt 
tagccccgga cgagaagcgc agcaacgtgc 
atctctgtgg tttttgtcct gcggaattgt 
ttggaagagg agataacatt agagatgtca 
aggagtagca gcaaacgcaa cagagcagag 
gatactaaac agaagcgagt gtttgatcag 
gcaccaggca gaagaaaaga ggattcttct 
atctctgcag gtccgtgtga aaaaattcat 
agctctcgtt tcatgaaagt tggctatgag 
cttgcagaag tagaacgtag gatcagacga 
cagcagtctt ctggggccgc tggcccaaca 
acagacaaaa ttgatgtact tctgcaacag 
gaagaagccc aggggatgat gaaattagtt 
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<210> 5946 
< 211 > 121 
<212> PRT 

<213> Homo sapiens 
<400> 5946 


Glu Val 

He 

Ser 

Ala 

Gly 

Pro 

Cys 

Glu 

Lys 

lie 

His 

Asp 

Glu 

Asn 

Leu 

1 



5 





10 





15 


Arg Lys 

Gin 

Tyr 

Glu 

Lys 

Ser 

Ser 

Arg 

Phe 

Met 

Lys 

Val 

Gly Tyr Glu 



20 





25 





30 



Arg Asp 

Phe 

Leu 

Arg 

Tyr 

Leu 

Gin 

Ser 

Leu 

Leu 

Ala 

Glu 

Val 

Glu Arg 


35 





40 





45 




Arg lie 

Arg 

Arg 

Gly 

His 

Ala 

Arg 

Leu 

Ala 

Leu 

Ser 

Gin 

Asn 

Gin 

Gin 

50 





55 





60 





Ser Ser 

Gly 

Ala 

Ala 

Gly 

Pro 

Thr 

Gly 

Lys 

Asn Gly 

Glu 

Lys 

lie 

Gin 

65 




70 





75 





80 

Val Leu 

Thr 

Asp 

Lys 

lie 

Asp 

Val 

Leu 

Leu 

Gin 

Gin 

lie 

Glu 

Glu 

Leu 




85 





90 





95 


Gly Ser 

Glu 

Gly 

Lys 

Val 

Glu 

Glu 

Ala 

Gin 

Gly Met 

Met 

Lys 

Leu 

Val 



100 





105 





110 



Glu Gin 

Leu 

Lys 

Glu 

Glu 

Arg 

Glu 

Leu 









115 





120 










<210> 5947 
<211> 2283 
<2 12> DNA 

<213> Homo sapiens 
<4 00> 5947 

gacaagtgga ggcgccgctc tagcgcggga ctctgaacta tggcggctag tgatacagag 
60 

cgagatggac tagccccaga aaagacatca ccagatagag ataagaaaaa agagcagtca 
120 

gaagtatctg tttctcctag agcttcaaaa catcattatt caagatcacg atcaaggtca 
180 

agagaaagaa aacgaaagtc agataatgaa ggaagaaaac acaggagccg gagcagaagc 
240 

aaagagcgtg cttatgcgcg aagagactga actgaagacg ctgcagactc agatagcaaa 
300 

ataataagcc tacttcatga tnnaagaacc aacttcttct taaaacaggg aagaagacat 
360 

gaatccaaag ataaatcctc taagaaacat aagtctgagg aacataatga caaagaacat 
420 

tcttctgata aaggaagaga gcgactaaat tcatctgaaa atggtgagga caggcacaaa 
480 

cgcaaagaaa gaaagtcatc aagaggcaga agtcactcaa gatctaggtc tcgtgaaaga 
540 

cgccatcgta gtagaagcag ggagcggaag aagtctcgat ccaggagtag ggagcggaag 
600 

aaatcgagat ccagaagcag agagaggaag aaatcgagat ccagaagcag ggaaagaaaa 
660 


cggcggatca ggtctcgttc ccgctcaaga tcaagacaca ggcataggac tagaagcagg 
720 
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agtaggacaa 
780 

agcagaagtt 
840 

gatgcacagg 
900 

gaaaaggaaa 
960 

ggaggttctg 
1020 

atagccatgg 
1080 

gctgttccta 
1140 

aaaaaaagga 
1200 

atatgggaaa 
1260 

ggtattaaga 
1320 

ctgaagcagc 
1380 

caaacccaca 
1440 

gcagtttgaa 
1500 

cacgtccttg 
1560 

atttattgaa aaatacaaat 
1620 

taatcaggtt aaacccactt 
1680 

agttcatgaa ttctactttt 
1740 

atggattttt tcgtgtccgc 
1800 

tcatctcttg aaacatgaaa 
1860 

ggtacataat ccagcacaga 
1920 

actggtgtta atttaagtta 
1980 

catttggcaa ttgctgttag 
2040 

aggccagtta actatactac 
2100 

agaaaactta ctaaaatagt 
2160 

ttgtcaaata ttacatgtgt 
2220 

cttttatttt aataaagtgc 

2280 

aaa 

2283 


aagaagagaa 
cctcccttca 
gaaagggcaa 
acaaaaacaa caagaaatag 
tgctgccctg ttggcatcag 
ggcagccctg caagctaaag 
cccagccgct gttaatccaa 
gcagggcaag aaagaagggg 
tggaaacaag gaccaaaatg 
a g ct gg at 9t agctcagttg 
atttcgaaat ttagatgctc 
aatgggtttg ggtttcacat 
cttgtaaagt ttgggactta 
agctagcact ctagcttgca 
ttttgtaaat atcagatcag 
ccattaaact tgacaggact 
caaatatata aaagctgcag 
tgtcttgtgt acttttgtac 
gaaatgttat gtagatgttc 
taagctgggt ggtaatgata 
cctgggatgt ttctttgaat 
aaaacactag ctagaaatcc 
agtcaatacc gtggtgagca 
atgttttcct attataaggg 
tattcaggag atagattaat 
cttataacaa aaaaaaaaaa 


ttgaaaagcc gagaagattt 
gaggcagaaa cacagcaatg 
agaaattaca agaacagcga 
ctgcagcagc tgcagctact 
gaacacaagt aacacctcag 
ctttggcaga gacaggaata 
tgaaatttgc tgaacaagag 
acaaatccca atctgctgaa 
tcaaatttag gaaattgatg 
atgaagaaag ttacaagact 
agtatgaaat ggcaagatca 
cttcaatgcg aggaatggat 
tagacttctt gttctgatgt 
tgggtgttgc: attgacttta 
tgatactggt gttagtgttg 
atagaaggat aatatttttt 
gtggggataa aatctcatac 
ttaaccttgt acagttattt 
tttagaagat ctggccattt 
ataaaaatgg ttttctcaaa 
ttgttttata gtttctgtag 
cctccccacc acccttttta 
aaaatgtaaa aggtggaagg 
acagacttgg tattcagtat 
gcattaaagg gatgtaagca 
aaaaaaaaaa aaaaaaaaaa 


ggagtaggag 

taagccggac 

aagctttagc 

tggttgaaaa 

ttctcaatgt 

cagctcagat 

gctactataa 

aaatgctttg 

aattgaattt 

gtgaagatga 

aggaagaagt 

cacaaagagg 

aatgatcaca 

ttcaccaaac 


tcgagataga 

tccaagtcca 

tagaaggttg 
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<210> 5948 
<211> 76 
<212> PRT 

<213 > Homo sapiens 
<400> 5948 


Met 

Ala 

Ala 

Ser 

Asp 

Thr Glu 

Arg Asp Gly Leu Ala 

Pro 

Glu 

Lys 

Thr 

1 




5 


10 



15 


Ser 

Pro 

Asp 

Arg 

Asp 

Lys Lys 

Lys Glu Gin Ser Glu 

Val 

Ser 

Val 

Ser 




20 



25 


30 



Pro 

Arg 

Ala 

Ser 

Lys 

His His 

Tyr Ser Arg Ser Arg 

Ser 

Arg 

Ser 

Arg 



35 




40 

45 




Glu 

Arg 

Lys 

Arg 

Lys 

Ser Asp 

Asn Glu Gly Arg Lys 

His 

Arg 

Ser Arg 

, 

50 




55 

60 





Ser 

Arg 

Ser 

Lys 

Glu 

Arg Ala 

Tyr Ala Arg Arg Asp 






65 70 75 


<210> 5949 
<211> 4706 
<212> DNA 


<213 > Homo 
<400 > 5949 

sapiens 





nggcggtagt 

60 

cagtggcagc 

120 

gcgtcggctg 

ctgcccgggt 

ctggcagaac 

tcgggtgttt 

tgggctgaga 

tgcggccccg 

accccaagtg 

cggggacctc 

cggcgaataa 

aggtcggcct 

gcgggtaggc 

180 

cggtagggcc 

tgcggtccgg 

cctgcgggag 

aactgggtcg 

tcagtcctcc 

gagtggtggg 

240 

gctggggact 

ttgagggagt 

tggctctagg 

gcacagtccc 

tgcctggcca 

ggtcggagga 

300 

acaagtgctg 

ggatctggcg 

tgtgtgctcc 

aggggctctt 

tccgcggccc 

tttccacctc 

360 

ttttcacttt 

ggggacggta 

ggcctttata 

aacggactaa 

tgctgggtga 

tttgttcctg 

420 

tggttgttga 

tgccgaggaa 

agactctggg 

ccccaggact 

cacctaaact 

ggagttcgaa 

480 

tactgttcgc 

tcgctgtgtg 

accttggaaa 

aaataacaag 

cttttctgaa 

gtgagaagct 

540 

gttctcagcc 

acgagtcctg 

tgcaagatca 

ctaatgatta 

cctggcattt 

ctgcgacaca 

600 

ggcaggtcct 

cagggtttgt 

gcaagtttgc 

aaacatgttc 

accctgtctc 

agacctcgag 

660 

agcatggttc 

atcgatagag 

cccgtcaggc 

acgagaagaa 

aggcttgtgc 

agaaggaacg 

720 

ggagcgggca 

gctgttgtga 

tccaggccca 

tgtccggagt 

tttctctgtc 

ggagtcgact 

780 

gcagagagat 

atcaggagag 

agattgatga 

cttttttaaa 

gcagatgacc 

ctgagtccac 

840 

taaaagaagt 

gcactttgta 

ttttcaagat 

tgccaggaaa 

ctgctgttcc 

tattcagaat 

900 

caaagaggat 

aatgagagat 

ttgagaagtt 

gtgtcgcagc 

atcctgagca 
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gcatggatgc tgagaatgag 
960 

tcaccctcct ttggattcaa 
1020 

agcagctcaa gcctgaaatc 
1080 

ttgtcacctt cacagacact 
1140 

gaccagcgat gaaccacatt 
1200 

attctgtgct gcagatattg 
1260 

aaggcacttt aacagcagct 
1320 

cagacaatct gattcggccg 
1380 

atctcagcac agtgacccct 
1440 

aattcatcat atttttaaga 
1500 

gatgccatac gctttgtcta 
1560 

tgttagagga ggagacagat 
1620 

ggaagtatgt gtctcagaag 
1680 

tctcccaatc tgtggattat 
1740 

agttcttgtg gggggtgcct 
1800 

tactggagag ccaggagcca 
1860 

tgaagagtct cctaaagcgt 
1920 

ctgtcggggg taaacgggtc 
1980 

tctaccagac ctcgctgaca 
2040 

cttaccttga tgacctgctt 
2100 

9a99gttaaa gctcttcttg 
2160 

tggccatgct gatgctgttc 
2220 

ttgaagttta tgaagaacag 
2280 

tcctgaattc ttttgtgttt 
2340 

agaccttgga gctgttccag 
2400 

gccggcggcg cttcaccccc 
2460 

tcttccaaga actcgacagg 
2520 


cctaaggtgt ggtatgtgtc 
cagatcaaga acattttgtg 
ctgcaggact cccgactcat 
tcaacgtgga aaattcttcg 
tgtgcaaata taatgggaca 
ttaacccgtg gcctggcaag 
ttttctctag cgttacgccc 
ttcctcatcc acatcatgtc 
gagcgcctca ctgttttaga 
gaccaagatc gatgccgtga 
atgggcaacc tcctacactt 
gggttcgtga gtttgctcac 
aagtccaacc tgacccactg 
ggccttaacg agtcaatgca 
ctgatccgga tcttcttctg 
gcccacgcac agccagcatc 
gcttttcaaa agtcggcatc 
gactctgcag aagtccagaa 
actctcacac agattcggct 
cccaaactgt gggcatttat 
gaatgcctga acaatgacac 
tgtgactgtt cgcggcacct 
atttcattca aactggaaga 
aagatgatct gggatggaat 
tctgtccacg ggtggcttat 
gaggaccact ggctgcgaaa 
gacagaaaac gggcacagtt 


cctggcttgt tctaaggacc 
gtactgctgt gattttctca 
caccctgtac ctcacgatgc 
gggaaaaggt gaaagtcttc 
tctcaaccag catggatttt 
accccgtcct tgtctatcca 
tgtgattgct gcacagttct 
tgtgcctgct ctggtgactc 
atcccatgac atgcttcgta 
tgtatgtgaa agtttagaag 
gggctccctc agccccagag 
ccagacgctg tgctactgtc 
gcatcctgtc cttggctggt 
cttgatcacc aaacagctgc 
tgacatcctg agcaagaagc 
ccctcagaat gtgctcccag 
agtccggaat attctcaggc 
ggtttgcaac atctgtgtcc 
gcagatactc acaggtctca 
ctgtgagctc gggccccacg 
tgaagagtcc aagcaactct 
catcacaatc cttgatgaca 
gctggtcact atctcctctt 
tgtagagaac gccaagggtg 
ggtgctgtac gagcgggact 
ggatctcaaa cctagcgtgc 
gatcctgcag tacatcccac 
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atgtcatccc 

2580 

agaaactggg 

2640 

gccggtccag 

2700 

agagctgcta 

2760 

ggctacgagc 

2820 

tttgtcaatg 

2880 

ttcttggaag 

2940 

agtggggatg 

3000 

ctcttcgagt 

3060 

gtgccatttg 

3120 

agctcggtgg 

3180 

aagcgctatg 

3240 

atgggtcagc 

3300 

gaaaataaaa 

3360 

aaccaaacag 

3420 

atgttctcaa 

3480 

gaagatttaa 

3540 

atctggctct 

3600 

aagttcgtga 

3660 

ttctccatcc 

3720 

gtcctccggg 

3780 

tccacctgct 

3840 

aagctgcgct 

3900 

ccctgcctcc 

3960 

tgggaatgtg 

4020 

actccttgtg 

4080 

gatgcccaag 

4140 


tcacaaaaac 

gctggtggaa 

gatgctggag 

ggaaggcagt 

agcttaggca 

acctcggggt 

agatcatcaa 

agaggctgta 

ttgtggggaa 

catccttctt 

atgaactgcc 

atggggacat 

ttgtttgcca 

ttagctacat 

ctgccctcat 

ctcctgaact 

agaagcacac 

gggatattct 

ccagctgctc 

gctgcgtgga 

gcttcttcac 

tcaacctgct 

acgccatcag 

agggctcctg 

accaacatgc 

gcctcaagaa 

gcacagggct 


agagttctac 

'accagctctg 

agcttgtttg 

gtgtgctgaa 

gctctcccag 

ggacgaagca 

gagagttttt 

cccctcaccc 

gatgctgggg 

cctgagccaa 

ttctctggac 

cactgacctg 

tgaactgatt 

ccatctgatg 

tagcggattc 

gcagcgtctc 

agtctactac 

ggcctccgac 

cagacccccg 

ggtgtcggac 

catccgcaag 

caagctgccc 

catgaacacg 

ggctgccagg 

caggtgacat 

atttagacgc 

gcagaaaata 


tgtttcgaac 

cctccccgca 

agtgcccctg 

cagtggatgt 

cacgccatga 

gggattgatc 

gacccagcac 

acatcctaca 

aaggctgtgt 

ctgcttgggc 

tccgagttct 

ggcctgacgc 

cctggaggga 

gcacattttc 

cgttccatta 

atctctggcg 

ggtggtttcc 

ttcacaccgg 

ctcctgggat 

gatcaggaca 

cgggagccag 

aactacagca 

ggctttgaac 

gaccttcagc 

tggcccctag 

ccacgacagc 

aacctccaga 


catggttacc 

tgtcactcac 

gccactggtg 

ttctgacatt 

agggggtcat 

aagacggtgt 

tcaatctgtt 

tccatgagaa 

atgagggaat 

accaccacag 

ataaaaacct 

tgtcttacga 

agaccattcc 

gaatgcacac 

tcaaacccga 

acaatgctga 

atggaagtca 

atgagagagc 

tcgcctacct 

ccggggacac 

gcggccgcct 

agaagagcgt 

tctcctagct 

tcccagaggc 

accctctcta 

actacacagc 

ttccaccaac 


aaggagaagg 

atcaccatcc 

atcaatgccg 

cttcaaggac 

ccgtgtgaag 

ttttaaggag 

caagacaacc 

ttacctgcag 

tgtggtggac 

cgtcttctat 

cacctccatc 

cgaggacgtc 

tgttacaaat 

tcaaataaaa 

gtggatccga 

gattgatctg 

cagagtcatc 

tatgtttctg 

caagcctcca 

tctgggcagc 

gcccacctcc 

cctccgcgag 

cctgtcccag 

agtgtggtcc 

tagccatgag 

atctccaggt 

acgggtccat 
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tcttcctggt gatggcagag gggcttcttt tagctagttt gatcttttgg gagtctgtct 
4200 

ttccttagcc gtctgagtga gctgtgtatg aacaagtccc aggagttcca agagtctaga 
4260 

gtggtttttg cagcatgggt tgagtgtaca aagcctactg tgcgtgagat cctctccttc 
4320 

cgtttctgaa atctcttact caggtaaggc ctcgccaagc ctctatgcac cccacaaagt 
4380 

ttctgcctcc atgccgtcca cagcgcctct tcccagacag ccaggcccat ctgctgccca 
4440 

gggaagcgca ggcgcctgct agggacgcta tggacaccgt gagtccaagg cgctgctcct 
4500 

gccttgaagc cacgcgctcc acgccgcggc cctcccattt tctgcgtcct cagcgggctg 
4560 

agctgccaga gagtcttccc ggacctattc ccgtcctatg cattcacatt ggcatcctgg 
4620 

tttgggggaa gaaaaacaac ggcccttagc agcagccccg tttccagaat gtgctgcctg 


4680 

ttccccaaag cctgcttgtc ccgcgg 
4706 

<210> 5950 
<211> 397 
<212> PRT 

<213 > Homo sapiens 


<400> 5950 


Met 

Pro 

Arg 

Ala 

Ala 

Arg 

Lys 

Ala 

l 




5 




Leu 

Thr 

Phe 

Phe 

Lys 

Asp 

Gly 

Tyr 




20 





His 

Ala 

Met 

Lys 

Gly 

Val 

lie 

Arg 



35 





40 

Val 

Asp 

Glu 

Ala 

Gly 

lie 

Asp 

Gin 


50 





55 


Glu 

Glu 

lie 

lie 

Lys 

Arg 

Val 

Phe 

65 





70 



Thr 

Thr 

Ser 

Gly 

Asp 

Glu 

Arg 

Leu 





85 




His 

Glu 

Asn 

Tyr 

Leu 

Gin 

Leu 

Phe 




100 





Lys 

Ala 

Val 

Tyr 

Glu 

Gly 

lie 

Val 



115 





120 

Phe 

Leu 

Ser 

Gin 

Leu 

Leu 

Gly 

His 


130 





135 


Val 

Asp 

Glu 

Leu 

Pro 

Ser 

Leu 

Asp 

145 





150 



Ser 

lie 

Lys 

Arg 

Tyr 

Asp 

Gly 

Asp 





165 




Ser Tyr 

Asp 

Glu 

Asp 

Val 

Met 

Gly 




180 





Pro Gly 

Gly 

Lys 

Thr 

lie 

Pro 

Val 



195 





200 

He 

His 

Leu 

Met 

Ala 

His 

Phe 

Arg 


Val 

Cys 

Ala 

Glu 

Gin 

Trp 

Met 

Phe 


10 





15 


Glu 

Gin 

Leu 

Arg 

Gin 

Leu 

Ser 

Gin 

25 





30 



Val 

Lys 

Phe 

Val 

Asn 

Asp 

Leu 

Gly 





45 




Asp 

Gly 

Val 

Phe 

Lys 

Glu 

Phe 

Leu 




60 





Asp 

Pro 

Ala 

Leu 

Asn 

Leu 

Phe 

Lys 



75 





80 

Tyr 

Pro 

Ser 

Pro 

Thr 

Ser 

Tyr 

lie 


90 





95 


Glu 

Phe 

Val 

Gly 

Lys 

Met 

Leu 

Gly 

105 





110 



Val 

Asp 

Val 

Pro 

Phe 

Ala 

Ser 

Phe 





125 




His 

His 

Ser 

Val 

Phe 

Tyr 

Ser 

Ser 




140 





Ser 

Glu 

Phe 

Tyr 

Lys 

Asn 

Leu 

Thr 



155 





160 

lie 

Thr 

Asp 

Leu 

Gly 

Leu 

Thr 

Leu 


170 





175 


Gin 

Leu 

Val 

Cys 

His 

Glu 

Leu 

lie 

185 





190 



Thr 

Asn 

Glu 

Asn 

Lys 

lie 

Ser 

Tyr 





205 




Met 

His 

Thr 

Gin 

lie 

Lys 

Asn 

Gin 
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210 215 220 
Thr Ala Ala Leu He Ser Gly Phe Arg Ser lie lie Lys Pro Glu Trp 
225 230 235 240 

lie Arg Met Phe Ser Thr Pro Glu Leu Gin Arg Leu lie Ser Gly Asp 
245 250 255 

Asn Ala Glu lie Asp Leu Glu Asp Leu Lys Lys His Thr Val Tyr Tyr 
260 265 270 

Gly Gly Phe His Gly Ser His Arg Val lie lie Trp Leu Trp Asp lie 
275 280 285 

Leu Ala Ser Asp Phe Thr Pro Asp Glu Arg Ala Met Phe Leu Lys Phe 
290 295 300 

Val Thr Ser Cys Ser Arg Pro Pro Leu Leu Gly Phe Ala Tyr Leu Lys 

305 310 315 320 

Pro Pro Phe Ser lie Arg Cys Val Glu Val Ser Asp Asp Gin Asp Thr 

325 330 335 

Gly Asp Thr Leu Gly Ser Val Leu Arg Gly Phe Phe Thr lie Arg Lys 
340 345 350 

Arg Glu Pro Gly Gly Arg Leu Pro Thr Ser Ser Thr Cys Phe Asn Leu 
355 360 365 

Leu Lys Leu Pro Asn Tyr Ser Lys Lys Ser Val Leu Arg Glu Lys Leu 
370 375 380 

Arg Tyr Ala lie Ser Met Asn Thr Gly Phe Glu Leu Ser 

385 390 395 

<210> 5951 
<211> 1724 
<212> DNA 
<213> Homo sapiens 

<400> 5951 

ngaaatcttg tataccgccc gcgagaagaa gccgatcgag cctttgtctg gaaagtcagc 
60 

atctccggct ccggctgcaa tgtgttcctg gtgacattag catcgggcag acccgccagg 
120 

agaggagggg tcgccaggtt cccgtctgct ttcggaggcg gatcgagcgg gtgacttttg 
180 

tgcattcgtt ttaatttttg gaaatctctc ttttttcctc cctcgctcgc tgccgggcat 
240 

gtcctgatct ggcggccgct cctaccaccc tgggcagccg agcagagtgg tccccagcgg 
300 

tctccctccc tgcctccctg actttgcaac accgcgttcc gggaggaccg gcctcggcga 
360 

gggaggaggc gggggagctg cgaacaccca gacccaaacc ctgacatgct ctggggcgga 
420 

gaggaggaag ccaggagctg agcgcgccgc gtgggctgct tcgccctccg gctccgagcg 
480 

ccgggctccg ggcgccctgc cctgcgcctg ggcagcagcc ttgctggtct tgggggcgcc 
540 

ccccgcttcc cgcccggggg gttcgcggcc ggcaggacca tgctgctgaa agagtaccgg 
600 

atctgcatgc cgctcaccgt agacgagtac aaaattggac agctgtacat gatcagcaaa 
660 

cacagccatg aacagagtga ccggggagaa ggggtggagg tcgtccagaa tgagcccttt 
720 
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gaggaccctc accatggcaa tgggcagttc accgagaagc gggtgtatct caacagcaaa 
780 

ctgcctagtt gggctagagc tgttgtcccc aaaatatttt atgtgacaga gaaggcttgg 
840 

aactattatc cctacacaat tacagaatac acatgttcct ttctgccgaa attctccatt 
900 

catatagaaa ccaagtatga ggacaacaaa ggaagcaatg acaccatttt cgacaatgaa 
960 

gccaaagacg tggagagaga agtttgcttt attgatattg cctgcgatga aattccagag 
1020 

cgctactaca aagaatctga ggatcctaag cacttcaagt cagagaagac aggacgggga 
1080 

cagttgaggg aaggctggag agatagtcat cagcctatca tgtgctccta caagctggtg 
1140 

actgtgaagt ttgaggtctg ggggcttcag accagagtgg aacaatttgt acacaaggtg 
1200 

gtccgagaca ttctgctgat tggacataga caggcttttg catgggttga tgagtggtat 
1260 

gacatgacaa tggatgaagt ccgagaattt gaacgagcca ctcaggaagc caccaacaag 
1320 

aaaatcggca ttttcccacc tgcaatttct atctccagca tccccctgct gccttcttcc 
1380 

gtccgcagtg cgccttctag tgctccatcc acccctctct ccacagacgc acccgaattt 
1440 

ctgtccgttc ccaaagatcg gccccggaaa aagtctgccc cagaaactct cacacttcca 
1500 

gaccctgaga aaaaagccac cctgaattta cccggcatgc actcttcaga taagccatgt 
1560 

cggcccaaat ctgagtaact ttatataaat atctcatggg gttttatatt ttcatttgtt 
1620 

gttgttgttt ttttttaaga atcttctgat agagaaaaag actgctttgt cactcaaaca 
1680 

tgttccttcg accttaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 
1724 

<210> 5952 

<211> 378 

<212> PRT 

<213> Homo sapiens 


<400> 5952 


Ala 

Arg 

Arg 

Val 

Gly Cys 

Phe 

Ala 

Leu 

Arg 

Leu 

Arg 

Ala 

Pro Gly 

Ser 

1 




5 




10 




15 


Gly 

Arg 

Pro 

Ala 

Leu Arg 

Leu 

Gly 

Ser 

Ser 

Leu 

Ala 

Gly Leu Gly 

Gly 




20 




25 





30 


Ala 

Pro 

Arg 

Phe 

Pro Pro 

Gly 

Gly 

Phe 

Ala 

Ala 

Gly 

Arg 

Thr Met 

Leu 



35 




40 





45 



Leu 

Lys 

Glu 

Tyr 

Arg lie 

Cys 

Met 

Pro 

Leu 

Thr 

Val 

Asp 

Glu Tyr 

Lys 


50 




55 





60 




He 

Gly 

Gin 

Leu 

Tyr Met 

lie 

Ser 

Lys 

His 

Ser 

His 

Glu 

Gin Ser 

Asp 

65 




70 





75 




60 

Arg 

Gly 

Glu 

Gly 

Val Glu 

Val 

Val 

Gin 

Asn 

Glu 

Pro 

Phe 

Glu Asp 

Pro 





85 




90 




95 


His 

His 

Gly 

Asn 

Gly Gin 

Phe 

Thr 

Glu 

Lys Arg 

Val 

Tyr 

Leu Asn 

Ser 
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100 105 110 

Lys Leu Pro Ser Trp Ala Arg Ala Val Val Pro Lys lie Phe Tyr Val 

115 120 n 125 

Thr Glu Lys Ala Trp Asn Tyr Tyr Pro Tyr Thr lie Thr Glu Tyr Thr 

130 135 140 

Cys Ser Phe Leu Pro Lys Phe Ser lie His lie Glu Thr Lys Tyr Glu 

145 150 155 160 

Asp Asn Lys Gly Ser Asn Asp Thr lie Phe Asp Asn Glu Ala Lys Asp 

165 170 175 

Val Glu Arg Glu Val Cys Phe He Asp lie Ala Cys Asp Glu lie Pro 

180 185 190 

Glu Arg Tyr Tyr Lys Glu Ser Glu Asp Pro Lys His Phe Lys Ser Glu 

195 200 205 

Lys Thr Gly Arg Gly Gin Leu Arg Glu Gly Trp Arg Asp Ser His Gin 

210 215 220 

Pro lie Met Cys Ser Tyr Lys Leu Val Thr Val Lys Phe Glu Val Trp 

225 230 235 240 

Gly Leu Gin Thr Arg Val Glu Gin Phe Val His Lys Val Val Arg Asp 

245 250 255 

He Leu Leu lie Gly His Arg Gin Ala Phe Ala Trp Val Asp Glu Trp 

260 265 270 

Tyr Asp Met Thr Met Asp Glu Val Arg Glu Phe Glu Arg Ala Thr Gin 

275 280 285 

Glu Ala Thr Asn Lys Lys lie Gly lie Phe Pro Pro Ala lie Ser lie 

290 295 300 

Ser Ser lie Pro Leu Leu Pro Ser Ser Val Arg Ser Ala Pro Ser Ser' 

305 310 315 320 

Ala Pro Ser Thr Pro Leu Ser Thr Asp Ala Pro Glu Phe Leu Ser Val 

325 330 335 

Pro Lys Asp Arg Pro Arg Lys Lys Ser Ala Pro Glu Thr Leu Thr Leu 

340 345 350 

Pro Asp Pro Glu Lys Lys Ala Thr Leu Asn Leu Pro Gly Met His Ser 

355 360 365 

Ser Asp Lys Pro Cys Arg Pro Lys Ser Glu 

370 375 

<210> 5953 

<211> 777 

<212> DNA 

<213 > Homo sapiens 

<400> 5953 

tttcggcacg aggcccggag tcgtaagagg tctccgcgcc gctccctgta caaactggtg 
60 

ggctcgccgc cttggaaaga ggctttccgg cagagatgcc tggagagaat gagaaacagc 
120 

ogggacaggc tcctaaacag gtaccgccag ctgngaagca gtgggccagg gaattctcag 
180 

aacagctttc tagttcaaga ggtgatggaa gaagagtgga atgctttgca gtcagtggag 
240 

aattgtccag aagacttggc tcagctggag gagctgatag acatggctgt gctggaggaa 
300 

attcaacagg agctgatcaa ccaagagcag tccatcatca gcgagtatga gaagagcttg 
360 
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cagtttgatg aaaagtgtct cagcatcatg ctggctgagt gggaggcaaa cccactcatc 
420 

tgtcctgtat gtacaaagcc tgtgatactt gggctgtgat cctctagagc cagcttggac 
480 ( 

tcacatcatt ctatggggtt gaagacaact cattccctct gaggagcctt gtacatacaa 
540 

gccttttatt tataacttat tttgtattga aacttttaaa caatactgaa gaaaaaaaaa 
600 

cttttccgac atctgttctt ggtcttttgt gacgcaggtt gaagggggag gaatagaaaa 
660 

agacaaactg ccttggagga gataaaccaa ttttatgtct atcatgttat acaaaaatct 
720 

agaaataata gatttgtaca gaaaaaaatg ataataaatg agaacacaaa acatata 
777 

<210 > 5954 

<211> 152 

<212 > PRT 

<213 > Homo sapiens 

<400> 5954 

Phe Arg His Glu Ala Arg Ser Arg Lys Arg Ser Pro Arg Arg Ser Leu 
15 10 15 

Tyr Lys Leu Val Gly Ser Pro Pro Trp Lys Glu Ala Phe Arg Gin Arg 
20 25 30 

Cys Leu Glu Arg Met Arg Asn Ser Arg Asp Arg Leu Leu Asn Arg Tyr 
35 40 45 

Arg Gin Leu Xaa Ser Ser Gly Pro Gly Asn Ser Gin Asn Ser Phe Leu 
50 55 60 

Val Gin Glu Val Met Glu Glu Glu Trp Asn Ala Leu Gin Ser Val Glu 

65 70 75 80 

Asn Cys Pro Glu Asp Leu Ala Gin Leu Glu Glu Leu lie Asp Met Ala 

85 90 95 

Val Leu Glu Glu lie Gin Gin Glu Leu lie Asn Gin Glu Gin Ser lie 
100 105 110 

He Ser Glu Tyr Glu Lys Ser Leu Gin Phe Asp Glu Lys Cys Leu Ser 
115 120 125 

lie Met Leu Ala Glu Trp Glu Ala Asn Pro Leu lie Cys Pro Val Cys 
130 135 140 

Thr Lys Pro Val lie Leu Gly Leu 
145 150 

<210> 5955 

<211> 1459 

<212 > DNA 

<213 > Homo sapiens 

<400> 5955 

nncaattgga ctgcattatc aaacacatgt gctatgtaca tcctcagtgc acctgccagc 
60 

agatatcctg gagggctcat gagtgaattt agtccaagat ttaaagccct gcccccaggt 
120 

gctcagcctg tgatctgtat ccactcagca tgcacttggg cagatgattt gtctgtgtgc 
180 
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tacccttccc cccatattac 
240 

agcatggccg cgatctatgg 
300 

gtctcagagg atgggaagat 
360 

atcgggacag acaagtgtgt 
420 

gcaggggtgg atcctctggt 
480 

caggaggacg cggggaggat 
540 

gaaagctact taatcaccac 
600 

ggagttgtgc tcatatctgg 
660 

gagagtggct gcggcggctg 
720 

ccctcagcct actggatcgc 
780 

ctagaggcgg ctcctcatga 
840 

gtgccagatc ggctagggat 
900 

gctgggtttt gccggaaaat 
960 

atcttcagga aggctgggga 
1020 

gacccggtct tgttccaggg 
1080 

aagagctggg agctgctgaa 
1140 

caggctcaga acttcttctc 
1200 

ggtggggcca gcctaggggc 
1260 

aatgccattg ccttctattc 
1320 

tccaagctca gtggacactg 
1380 

tacaaaaaca aacatagaag 
1440 

aaaaaaaaaa aagtcgacg 


catacatatg cacggcggga 
gggtgtagag gggggaggca 
cctggcagaa gcagatggac 
ggagaggatc aatgagatgg 
accgctgcga agcttgggcc 
cctgatcgag gagctgaggg 
cgatgccgcc ggctccatcg 
aacaggctcc aactgcaggc 
gggccatatg atgggtgatg 
acaccaagca gtgaaaatag 
tatcggctac gtcaaacagg 
actcactcac ctgtataggg 
tgcagaaggt gctcagcagg 
gatgctgggc agacacatcg 
caagattgga ctccccatcc 
ggaaggtttt cttttggcgc 
cagcttcacc ctgatgaagc 
caggcacatc gggcacctcc 
ctacaccttt tcctaggggg 
ggtctgaaag gaaggagtct 
aaaataaatg cactttatcc 


ccagcagcga cggtagcagc 
cacgatccga ggtcctttta 
tgagcacaaa ccactggctg 
tgaacagggc caaacggaaa 
tatctctgag cggtggggac 
accgatttcc ctacctgagt 
ccacagctac accggatggt 
tcatcaaccc tgatggctcc 
agggttcagc cctctctgct 
tgtttgactc cattgacaac 
ccatgttcca ctatttccag 
actttgataa atgcaggttt 
gagaccccct ttcccgctat 
tagcagtgtt gcccgagatt 
tgtgcgtggg ctctgtgtgg 
tgacccaggg cagagagatc 
tgaggcactc ctccgctctg 
tccccatgga ctatagcgcc 
ctggtcccgg ctccaccccc 
tttgcttcct ttctcctttt 
actccccaaa aaaaaaaaaa 


1459 

<210> 5956 
<211> 431 
<212> PRT 

<213> Homo sapiens 
<400> 5956 

Xaa Asn Trp Thr Ala Leu Ser Asn Thr Cys Ala Met Tyr lie Leu Ser 
15 10 15 


Ala Pro Ala Ser Arg Tyr Pro Gly Gly Leu Met Ser Glu Phe Ser Pro 
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20 





25 




30 



Arg 

Phe 

Lys 

Ala 

Leu 

Pro 

Pro 

Gly 

Ala 

Gin 

Pro Val 

lie 

Cys 

lie 

His 



35 





40 




45 




Ser 

Ala 

Cys 

Thr 

Trp 

Ala 

Asp 

Asp 

Leu 

Ser 

Val Cys 

Tyr 

Pro 

Ser 

Pro 


50 





55 




60 





His 

lie 

Thr 

lie 

His 

Met 

His 

Gly 

Gly 

Thr 

Ser Ser 

Asp 

Gly 

Ser 

Ser 

65 





70 





75 




80 

Ser 

Met 

Ala 

Ala 

lie 

Tyr 

Gly 

Gly 

Val 

Glu 

Gly Gly 

Gly 

Thr 

Arg 

Ser 





85 





90 




95 


Glu 

Val 

Leu 

Leu 

Val 

Ser 

Glu 

Asp 

Gly 

Lys 

lie Leu 

Ala 

Glu 

Ala 

Asp 




100 





105 




110 



Gly 

Leu 

Ser 

Thr 

Asn 

His 

Trp 

Leu 

lie 

Gly 

Thr Asp 

Lys 

Cys 

Val 

Glu 



115 





120 




125 




Arg 

lie 

Asn 

Glu 

Met 

Val 

Asn 

Arg 

Ala 

Lys 

Arg Lys 

Ala 

Gly 

Val 

Asp 


130 





135 




140 





Pro 

Leu 

Val 

Pro 

Leu 

Arg 

Ser 

Leu 

Gly 

Leu 

Ser Leu 

Ser 

Gly 

Gly 

Asp 

145 





150 





155 




160 

Gin 

Glu 

Asp 

Ala 

Gly 

Arg 

lie 

Leu 

lie 

Glu 

Glu Leu 

Arg 

Asp 

Arg 

Phe 





165 





170 




175 


Pro 

Tyr 

Leu 

Ser 

Glu 

Ser 

Tyr 

Leu 

lie 

Thr 

Thr Asp 

Ala 

Ala 

Gly 

Ser 




180 





185 




190 



lie 

Ala 

Thr 

Ala 

Thr 

Pro 

Asp 

Gly 

Gly 

Val 

Val Leu 

lie 

Ser 

Gly 

Thr 



195 





200 




205 




Gly 

Ser 

Asn 

Cys 

Arg 

Leu 

lie 

Asn 

Pro 

Asp 

Gly Ser 

Glu 

Ser 

Gly 

Cys 


210 





215 




220 





Gly 

Gly 

Trp 

Gly 

His 

Met 

Met 

Gly 

Asp 

Glu 

Gly Ser 

Ala 

Leu 

Ser 

Ala 

225 





230 





235 




240 

Pro 

Ser 

Ala 

Tyr 

Trp 

lie 

Ala 

His 

Gin 

Ala 

Val Lys 

lie 

Val 

Phe 

Asp 





245 





250 




255 


Ser 

lie 

Asp 

Asn 

Leu 

Glu 

Ala 

Ala 

Pro 

His 

Asp lie 

Gly 

Tyr 

Val 

Lys 




260 





265 




270 



Gin 

Ala 

Met 

Phe 

His 

Tyr 

Phe 

Gin 

Val 

Pro 

Asp Arg 

Leu 

Gly 

lie 

Leu 



275 





280 




285 




Thr 

His 

Leu 

Tyr 

Arg 

Asp 

Phe 

Asp 

Lys 

Cys 

Arg Phe 

Ala 

Gly 

Phe 

Cys 


290 





295 




300 





Arg 

Lys 

lie 

Ala 

Glu 

Gly 

Ala 

Gin 

Gin 

Gly 

Asp Pro 

Leu 

Ser 

Arg 

Tyr 

305 





310 





315 




320 

He 

Phe 

Arg 

Lys 

Ala 

Gly 

Glu 

Met 

Leu 

Gly 

Arg His 

lie 

Val 

Ala 

Val 





325 





330 




335 


Leu 

Pro 

Glu 

lie 

Asp 

Pro 

Val 

Leu 

Phe 

Gin 

Gly Lys 

lie 

Gly 

Leu 

Pro 




340 





345 




350 



lie 

Leu 

Cys 

Val 

Gly 

Ser 

Val 

Trp 

Lys 

Ser 

Trp Glu 

Leu 

Leu 

Lys 

Glu 



355 





360 




365 




Gly 

Phe 

Leu 

Leu 

Ala 

Leu 

Thr 

Gin 

Gly 

Arg 

Glu lie 

Gin 

Ala 

Gin 

Asn 


370 





375 




380 





Phe 

Phe 

Ser 

Ser 

Phe 

Thr 

Leu 

Met 

Lys 

Leu 

Arg His 

Ser 

Ser 

Ala 

Leu 

385 





390 





395 




400 

Gly 

Gly 

Ala 

Ser 

Leu 

Gly 

Ala 

Arg 

His 

lie 

Gly His 

Leu 

Leu 

Pro 

Met 

, 




405 





410 




415 


Asp 

Tyr 

Ser 

Ala 

Asn 

Ala 

lie 

Ala 

Phe 

Tyr 

Ser Tyr 

Thr 

Phe 

Ser 





420 





425 




430 




<210> 5957 
<211> 855 


5137 



WO 00/58473 


PCT/US00/08621 


<212> DNA 

<213> Homo sapiens 

<400> 5957 

atggcggagt cgttgaggtc tccgcgccgc tccctgtaca aactggtggg ctcgccgcct 
60 

tggaaagagg ctttccggca gagatgcctg gagagaatga gaaacagccg ggacaggctc 
120 

ctaaacaggt accgccaggc tggaagcagt gggccaggga attctcagaa cagctttcta 
180 

gttcaagagg tgatggaaga agagtggaat gctttgcagt cagtggagaa ttgtccagaa 
240 

gacttggctc agctggagga gctgatagac atggctgtgc tggaggaaat tcaacaggag 
300 

ctgatcaacc aaggcctgtg atacttgggc tgtgatcctc tagagccagc ttggactcac 
360 

atcattctat ggggttgaag acaactcatt ccctctgagg agccttgtac atacaagcct 
420 

tttatttata acttattttg tattgaaact tttaaacaat actgaagaaa aaaaaacttt 
480 

tccgacatct gttcttggtc ttttgtgaca caggttgaag ggggaggaat agaaaaagac 
540 

aaactgcctt ggaggagata aaccaatttt atgtctatca tgttatacaa aaatctagaa 
600 

ataatagatt tgtacagaaa aaaatgataa taaatgagag cacaaaacat ataatttaaa 
660 

tctggtattt tttcccccat gatattagga tgataatcat ttcaaagcac atgtctagct 
720 ' 

tcagagtagg atttgttcac tggccaaagc ctgccatgaa actatggctt tcagcatctg 
780 

tctgctctac tggctcttga caaaactctt gaggtcttca agaaaagtaa tgtactcctg 
840 

gtgctccagg gctgt 
855 

<210> 5958 
<211> 106 
<212 > PRT 
<213 > Homo sapiens 


<400> 5958 


Met 

Ala 

Glu 

Ser 

Leu 

Arg 

Ser 

Pro 

Arg 

Arg 

Ser 

Leu 

Tyr 

Lys 

Leu 

Val 

1 




5 





10 





15 


Gly Ser 

Pro 

Pro 

Trp 

Lys 

Glu 

Ala 

Phe 

Arg 

Gin Arg 

Cys 

Leu 

Glu 

Arg 




20 





25 





30 



Met 

Arg 

Asn 

Ser 

Arg 

Asp 

Arg 

Leu 

Leu 

Asn 

Arg 

Tyr 

Arg 

Gin 

Ala 

Gly 



35 





40 





45 




Ser 

Ser 

Gly 

Pro 

Gly 

Asn 

Ser 

Gin 

Asn 

Ser 

Phe 

Leu 

val 

Gin 

Glu 

Val 


50 





55 





60 





Met 

Glu 

Glu 

Glu 

Trp 

Asn 

Ala 

Leu 

Gin 

Ser 

Val 

Glu 

Asn 

Cys 

Pro 

Glu 

65 





70 





75 





80 

Asp 

Leu 

Ala 

Gin 

Leu 

Glu 

Glu 

Leu 

lie 

Asp 

Met 

Ala 

Val 

Leu 

Glu 

Glu 





85 





90 





95 


lie 

Gin 

Gin 

Glu 

Leu 

He 

Asn 

Gin 

Gly 

Leu 
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100 105 

<210> 5959 

<211> 830 

<212> DNA 

<213 > Homo sapiens 

<400> 5959 

gatgagaaga ttcagccaat attagacaaa gtaggctctt tggtaaacgc aaggcttgaa 
60 

ttttctcggg gccttatgat gctggttctt gagaagttag ccactgatat tccttgtctg 
120 

ctatatgatg acaatctctt ctgtcatttg gtggatgaag tactcttgtt tgaaagggag 
180 

ctacacagtg ttcatggcta tcctggcact tttgctaatt gtatgcatat tctatcagag 
240 

gaaacctgtt ttcaaagatg ggtgacgggg gagagaaaat ttgctcttca aaaaatggac 
300 

tcaatgcttt cctcagaagc tgcctgggta tcgcaatata aggatatcac tgacgtggat 
360 

gaaatgaaag ttccagattg tgcagaaact tttatgactc tactcttggt tataactgac „ 
420 

aggtataaaa atcttcccac agcttcccga aagcttcagt tcctggagtt acagaaggac 
480 

ttagtagatg attttaggat acgattaaca caagtgatga aagaagagac tagagcttcc 
540 

cttggctttc gatactgtgc aattcttaat gctgtgaact acatctcaac agtactagca 
600 

gattgggctg acaatgtttt ctttctacaa cttcaacagg ctgcactgga ggtgtttgca 
660 

gagaataata ctctgagtaa attgcagcta ggacagctag cctctatgga gagctctgtc 
720 

tttgatgaca tgattaacct cttagaacgt ttaaagcatg atatgttgac ccgtcaagta 
780 

gaccacgttt ttagagaagt taaagatgct gcaaaattgt ataaaaaaga 
830 

<210> 5960 
<211> 251 
<212> PRT 

<213> Homo sapiens 
<400> 5960 

Met Met Leu Val Leu Glu Lys Leu Ala Thr Asp He Pro Cys Leu Leu 
1 5 10 15 

Tyr Asp Asp Asn Leu Phe Cys His Leu Val Asp Glu Val Leu Leu Phe 
20 25 30 

Glu Arg Glu Leu His Ser Val His Gly Tyr Pro Gly Thr Phe Ala Asn 
35 40 45 

Cys Met His lie Leu Ser Glu Glu Thr Cys Phe Gin Arg Trp Val Thr 
50 55 60 

Gly Glu Arg Lys Phe Ala Leu Gin Lys Met Asp Ser Met Leu Ser Ser 

65 70 75 80 

Glu Ala Ala Trp Val Ser Gin Tyr Lys Asp lie Thr Asp Val Asp Glu 
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85 





90 





95 


Met 

Lys 

Val 

Pro 

Asp 

Cys 

Ala 

Glu 

Thr 

Phe 

Met 

Thr 

Leu 

Leu 

Leu 

Val 




100 





105 





110 



He 

Thr 

Asp 

Arg 

Tyr 

Lys 

Asn 

Leu 

Pro 

Thr 

Ala 

Ser 

Arg 

Lys 

Leu 

Gin 



115 





120 





125 




Phe 

Leu 

Glu 

Leu 

Gin 

Lys 

Asp 

Leu 

Val 

Asp 

Asp 

Phe 

Arg 

lie 

Arg 

Leu 


130 





135 





140 





Thr 

Gin 

Val 

Met 

Lys 

Glu 

Glu 

Thr 

Arg 

Ala 

Ser 

Leu 

Gly 

Phe 

Arg 

Tyr 

145 





150 





155 





160 

Cys 

Ala 

lie 

Leu 

Asn 

Ala 

Val 

Asn 

Tyr 

lie 

Ser 

Thr 

Val 

Leu 

Ala 

Asp 





165 





170 





175 


Trp Ala 

Asp 

Asn 

Val 

Phe 

Phe 

Leu 

Gin 

Leu 

Gin 

Gin 

Ala 

Ala 

Leu 

Glu 




180 





185 





190 



Val 

Phe 

Ala 

Glu 

Asn 

Asn 

Thr 

Leu 

Ser 

Lys 

Leu 

Gin 

Leu 

Gly 

Gin 

Leu 



195 





200 





205 




Ala 

Ser 

Met 

Glu 

Ser 

Ser 

Val 

Phe 

Asp 

Asp 

Met 

lie 

Asn 

Leu 

Leu 

Glu 


210 





215 





220 





Arg 

Leu 

Lys 

His 

Asp 

Met 

Leu 

Thr 

Arg 

Gin 

Val 

Asp 

His 

Val 

Phe 

Arg 

225 





230 





235 





240 

Glu 

Val 

Lys 

Asp 

Ala 

Ala 

Lys 

Leu 

Tyr 

Lys 

Lys 










245 





250 








<210> 5961 

<211> 585 

<212> DNA 

<213 > Homo sapiens 

<400> 5961 

gctcggggct gcagtgcgct ctaatggtgc ctgtgaataa ccactgcatt cagcctgggc 
60 

aatgaagcga gaccccgtct ctaaaaaaaa aattgagggg tcaaagagga tgccaaactt 
120 

aattagagac tgagacaggg cagggtgccg aggtgtctgc atgcgtttca tgtggatgcc 
180 

cgtgtctatt ctggcctgct cctgggcccc ctccccactc agccctggct gatgagaatg 
240 

ggacagggac tcccttctcg tgtccctgtg cagcgtcggc ccaggaggta gcagagcagt 
300 

atatgcacat ctgggtgtgc cctcctgcat gtccccacac atctgtcatt cctgtctttg 
360 

cacacctatg tgactcccgc atgtttgtgt ccttatgtgt cccatgcatg ctccccatct 
420 

gaccttgcgt gttctcgcgt gtctgtgtgc ggccagtcct gccttcactc tctcatgggt 
480 

ggccctggca gcatgtctgg ctccccagca ggtgagctca ggagataaga tggaagatgc 
540 

aacagccaat ggtcaagaag actccaaggc cccagatggg tccac 
585 

<210> 5962 

<211> 114 

<212> PRT 

<213> Homo sapiens 
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<400> 5962 

Met Cys Gly Asp Met Gin Glu Gly Thr Pro Arg Cys Ala Tyr Thr Ala 
1 5 10 15 

Leu Leu Pro Pro Gly Pro Thr Leu His Arg Asp Thr Arg Arg Glu Ser 
20 25 30 

Leu Ser His Ser His Gin Pro Gly Leu Ser Gly Glu Gly Ala Gin Glu 
35 40 45 

Gin Ala Arg He Asp Thr Gly lie His Met Lys Arg Met Gin Thr Pro 
50 55 60 

Arg His Pro Ala Leu Ser Gin Ser Leu lie Lys Phe Gly lie Leu Phe 

65 70 75 80 

Asp Pro Ser lie Phe Phe Leu Glu Thr Gly Ser Arg Phe lie Ala Gin 

65 90 95 

Ala Glu Cys Ser Gly Tyr Ser Gin Ala Pro Leu Glu Arg Thr Ala Ala 
100 105 110 ' 

Pro Ser 


<210> 5963 

<211> 1288 

<212> DNA 

<213> Homo sapiens 

<400 > 5963 

atggggctgt ttggaaagac ccaggagaag ccgcccaaag aactggtcaa tgagtggtca 
60 

ttgaagataa gaaaggaaat gagagttgtt gacaggcaaa taagggatat ccaaagagaa 
120 

gaagaaaaag tgaaacgatc tgtgaaagat gctgccaaga agggccagaa ggatgtctgc 
180 

atagttctgg ccaaggagat gatcaggtca aggaaggctg tgagcaagct gtatgcatcc 
240 

aaagcacaca tgaactcagt gctcatgggg atgaagaacc agctcgcggt cttgcgagtg 
300 

gctggttccc tgcagaagag cacagaagtg atgaaggcca tgcaaagtct tgtgaagatt 
360 

ccagagattc aggccaccat gagggagttg tccaaagaaa tgatgaaggc tgggatcata 
420 

gaggagatgt tagaggacac ttttgaaagc atggacgatc aggaagaaat ggaggaagaa 
480 

gcagaaatgg aaattgacag aattctcttt gaaattacag caggggcctt gggcaaagca 
540 

cccagtaaag tgactgatgc ccttccagag ccagaacctc caggagcgat ggctgcctca 
600 

gaggatgagg aggaggagga agaggctctg gaggccatgc agtcccggct ggccacactc 
660 

cgcagctagg ggctgcctac cccgctgggt gtgcacacac tcctctcaag agctgccatt 
720 

ttatgtgtct cttgcactac acctctgttg tgaggactac cattttggag aaggttctgt 
780 

ttgtctcttt tcattctctg cccaggtttt gggatcgcaa agggattgtt cttataaaag 
840 

tggcataaat aaatgcatca tttttaggag tatagacaga tatatcttat tgtggggagg 
900 
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ggaaagaaat ccatctgctc atgaagcact tctgaaaata taggtgattg cctgaatgtc 
960 

gaagactcta cttttgtcta taaaacacta tataaatgaa ttttaataaa tttttgcttc 
1020 

agcacttggc cccattgtag attgccctgt gcagtaaact ttcaaggtgt cagctgcccc 
1080 

agattgcttc atttgctggg tgtggaaaga gttgctatgg ccaggcatat gggatttgga 
1140 

agctcagcag aagtgacttc tgctctgtgg ttgctgctcc ccggctttca cagacatggt 
1200 

atggcagcca ttcttttatc tatttaacca agaggatgct ggggaattgt gctgcttgtc 
1260 

ctgttggctg gtggctgcat tatgtccg 
1288 

<210> 5964 
< 211 > 222 
<212> PRT 
<213 > Homo sapiens 


<4 00> 5964 


Met 

Gly 

Leu 

Phe 

Gly 

Lys 

Thr 

Gin 

Glu 

Lys 

Pro 

Pro 

Lys 

Glu 

Leu 

Val 

1 




5 





10 





15 


Asn 

Glu 

Trp 

Ser 

Leu 

Lys 

lie 

Arg 

Lys 

Glu 

Met 

Arg 

val 

Val 

Asp 

Arg 




20 





25 





30 



Gin 

He 

Arg 

Asp 

lie 

Gin 

Arg 

Glu 

Glu 

Glu 

Lys 

Val 

Lys 

Arg 

Ser 

Val 



35 





40 





45 




Lys 

Asp 

Ala 

Ala 

Lys 

Lys 

Gly 

Gin 

Lys 

Asp 

Val 

Cys 

lie 

Val 

Leu 

Ala 


50 





55 





60 





Lys 

Glu 

Met 

lie 

Arg 

Ser 

Arg 

Lys 

Ala 

Val 

Ser 

Lys 

Leu 

Tyr 

Ala 

Ser 

65 





70 





75 





80 

Lys 

Ala 

His 

Met 

Asn 

Ser 

Val 

Leu 

Met 

Gly 

Met 

Lys 

Asn 

Gin 

Leu 

Ala 





85 





90 





95 


Val 

Leu 

Arg 

Val 

Ala 

Gly 

Ser 

Leu 

Gin 

Lys 

Ser 

Thr 

Glu 

Val 

Met 

Lys 




100 





105 





110 



Ala 

Met 

Gin 

Ser 

Leu 

Val 

Lys 

lie 

Pro 

Glu 

lie 

Gin 

Ala 

Thr 

Met 

Arg 



115 





120 





125 




Glu 

Leu 

Ser 

Lys 

Glu 

Met 

Met 

Lys 

Ala 

Gly 

lie 

lie 

Glu 

Glu 

Met 

Leu 


130 





135 





140 





Glu Asp 

Thr 

Phe 

Glu 

Ser 

Met 

Asp Asp 

Gin 

Glu 

Glu 

Met 

Glu 

Glu 

Glu 

145 





150 





155 





160 

Ala 

Glu 

Met 

Glu 

lie 

Asp 

Arg 

lie 

Leu 

Phe 

Glu 

lie 

Thr 

Ala 

Gly 

Ala 





165 





170 





175 


Leu Gly 

Lys 

Ala 

Pro 

Ser 

Lys 

Val 

Thr 

Asp 

Ala 

Leu 

Pro 

Glu 

Pro 

Glu 




180 





185 





190 



Pro 

Pro 

Gly 

Ala 

Met 

Ala 

Ala 

Ser 

Glu 

Asp 

Glu 

Glu 

Glu 

Glu 

Glu 

Glu 



195 





200 





205 




Ala 

Leu 

Glu 

Ala 

Met 

Gin 

Ser 

Arg 

Leu 

Ala 

Thr 

Leu 

Arg 

Ser 




210 





215 





220 






<210> 5965 

< 211 > 1011 

<2 12 > DNA 

<213> Homo sapiens 
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<400> 5965 

gggaacgggt cttgtggctt tgtctcccgc gaagaggaga tggcggagtc gttgaggtct 
60 

ccgcgccgct ccctgtacaa actggtgggc tcgccgcctt ggaaagaggc tttccggcag 
120 

agatgcctgg agagaatgag aaacagccgg gacaggctcc taaacaggta ccgccaggct 
180 

ggaagcagtg ggccagggaa ttctcagaac agctttctag ttcaagaggt gatggaagaa 
240 

gagtggaatg ctttgcagnn tcagtggnag aattgtccag aagacttggc tcagttggag 
300 

gagctgatag acatggctgt gctggaggaa attcaacagg agctgatcaa ccaagagcag 
360 

tccatcatca gcgagtatga gaagagcttg cagtttgatg aaaagtgtct cagcatcatg 
420 

ctggctgagt gggaggcaaa cccactcatc tgtcctgtat gtacaaagta caacctgaga 
480 

atcacaagcg gtgtggtggt gtgtcagtgt ggcctgtcca tcccatctca ttcttctgag 
540 

ttgacagagc agaagcttcg tgcctgttta gagggtagta taaatgagca cagtgcacat 
600 

tgtccccaca cacctgaatt ttcagtcact ggaggaacag aagaaaagtc cagtcttctc 
660 

atgagctgtc tggcctgtga tacttgggct gtgatcctct agagccagct tggactcaca 
720 

tcattctatg gggttgaaga caactcattc cctctgagga gccttgtaca tacaagcctt 
780 

ttatttataa cttattttgt attgaaactt ttaaacaata ctgaagaaaa aaaaactttt 
840 

ccgacatctg ttcttggtct tttgtgacgc aggttgaagg gggaggaata gaaaaagaca 
900 

aactgccttg gaggagataa accaatttta tgtctatcat gttatacaaa aatctagaaa 
960 

taatagattt gtacagaaaa aaatgataat aaatgagaac acaaaacata t 
1011 

<210> 5966 

<2 11> 233 

<212> PRT 

<213 > Homo sapiens 


<400> 5966 


Gly Asn 

Gly 

Ser 

Cys 

Gly Phe 

Val 

Ser 

Arg 

Glu 

Glu 

Glu 

Met 

Ala 

Glu 

1 



5 





10 





15 


Ser Leu 

Arg 

Ser 

Pro 

Arg Arg 

Ser 

Leu 

Tyr 

Lys 

Leu 

Val 

Gly 

Ser 

Pro 



20 





25 





30 



Pro Trp 

Lys 

Glu 

Ala 

Phe 

Arg 

Gin 

Arg 

Cys 

Leu 

Glu 

Arg 

Met 

Arg 

Asn 


35 





40 





45 




Ser Arg 

Asp 

Arg 

Leu 

Leu 

Asn 

Arg 

Tyr 

Arg 

Gin 

Ala 

Gly 

Ser 

Ser 

Gly 

50 





55 





60 





Pro Gly 

Asn 

Ser 

Gin 

Asn 

Ser 

Phe 

Leu 

Val 

Gin 

Glu 

Val 

Met 

Glu 

Glu 

65 




70 





75 





80 

Glu Trp 

Asn 

Ala 

Leu 

Gin 

Xaa 

Gin 

Trp 

Xaa 

Asn Cys 

Pro 

Glu Asp 

Leu 
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85 90 95 

Ala Gin Leu Glu Glu Leu lie Asp Met Ala Val Leu Glu Glu lie Gin 
100 105 110 

Gin Glu Leu He Asn Gin Glu Gin Ser lie lie Ser Glu Tyr Glu Lys 
115 120 125 

Ser Leu Gin Phe Asp Glu Lys Cys Leu Ser lie Met Leu Ala Glu Trp 
130 135 140 

Glu Ala Asn Pro Leu lie Cys Pro Val Cys Thr Lys Tyr Asn Leu Arg 

145 150 155 160 

lie Thr Ser Gly Val Val Val Cys Gin Cys Gly Leu Ser lie Pro Ser 

165 170 175 

His Ser Ser Glu Leu Thr Glu Gin Lys Leu Arg Ala Cys Leu Glu Gly 
180 185 190 

Ser lie Asn Glu His Ser Ala His Cys Pro His Thr Pro Glu Phe Ser 
195 200 205 

Val Thr Gly Gly Thr Glu Glu Lys Ser Ser Leu Leu Met Ser Cys Leu 
210 215 220 

Ala Cys Asp Thr Trp Ala Val lie Leu 
225 230 

<210> 5967 
<211> 1806 
<212> DNA 

<213> Homo sapiens 
<400> 5967 

natttttaat ctcttttaaa aaaactcaat tttttttttc acttactgat taaatcttga 
60 

gtcttttgcc tccagtggat cagtgatttt tcagcagaaa atctttcctc tccattgctt 
120 

tgtgcttttg ttgctaggca gtcaacagca gggctactaa agcacttcta atttagacaa 
180 

atcttttcct ctattttaga aatggatttc aatggtgttc agtttgtttg cagaaaccta 
240 

ctgaaagtga gcatgttttt gaacacatta acaccgaagt tctacgtggc cctaacaggc 
300 

acttcctcac taatatcagg gcttattttg atatttgaat ggtggtattt tcgcaaatac 
360 

ggaacttcat tcattgaaca agtctcagta agccacttgc gcccccttct gggaggggtt 
420 

gacaacaact cttccaacaa ttctaattcc agtaacgggg actcagattc caataggcaa 
480 

agtgtctcag aatgcaaagt atggcgaaat ccactaaatt tatttagggg tgctgaatac 
540 

aatcggtata cttgggtgac aggacgagag cctcttactt actatgacat gaatctctct 
600 

gcccaagacc accagacatt ctttacttgt gactcggacc atctgcgtcc cgcagatgca 
660 

ataatgcaga aagcctggag agagagaaac ccccaagcta ggatttctgc agctcatgaa 
720 

gccttggaga taaatgagac gagacaccaa tgtcttggtg tacatcaaaa gaaggctagc 
780 

aatgtgtgcc agaagactcg ggaggaccag ggaagcaaag cccttctgga actacaagca 
840 
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tatgctgatg 

ttcaggcagt 

cttagcaaag 

tatgatgata 

taagcttacc 

aaagtcagca 

900 

acaatatgct 

acacagctgc 

tttgctcaaa 

gcaagagctg 

tctctgacaa 

attctctcct 

960 

gaggctgcat ctcggcgggg 

gctgagcaca 

gcagagatga 

atgcagtaga 

ggccattcat 

1020 

agagctgtgg 

aattcaatcc 

tcatgtgcca 

aaatacctac 

tagaaatgaa 

aagcttaatc 

1080 

ctacccccag 

aacatatcct 

gaagagagga 

gacagtgaag 

caatagcata 

tgcattcttt 

1140 

catcttgcac 

actggaagag 

agtggaaggg 

gctttgaatc 

ttttgcattg 

tacgtgggaa 

1200 

ggcacttttc ggatgatccc 

ttatcccttg 

gaaaaggggc 

acctatttta 

tccttaccca 

1260 

atctgtacag 

aaacagcaga 

ccgagagctg 

cttccatctt 

tccatgaagt 

ctcagtttac 

1320 

ccaaagaagg 

agcttccctt 

ctttattctc 

tttactgctg 

gattatgttc 

cttcacagcc 

1380 

atgctggccc 

tcctgacaca 

tcagttcccg 

gaacttatgg 

gggtcttcgc 

aaaagctgtg 

1440 

agtgtttgcc 

tagagggagg 

ccttggggaa 

tggatgggga 

aagccaaggg 

cataaaagca 

1500 

gcgtgagaga 

aatggggttg 

ccttacagaa 

atgggtacga 

gcctgcaaag 

atcattgctc 

1560 

accatttaat 

tttcatgatc 

gtcaatggaa 

tcaaagcatt 

aagggtcaaa 

tgagaaagtg 

1620 

caggttgtta 

ctgcatgcct 

tgcctcattt 

cacaacaaat 

tcttagcagt 

ttccaaaaaa 

1680 

tgcaggaggt 

ccaaaaggat 

ggaatgattt 

aggaaatcct 

agcaaatgaa 

aatgtgtggg 

1740 

aagttactcg gttttctgta 

aattgaatga 

cattatttcc 

aatcgttgga 

tattgtgggt 


1800 

ctttcc 

1806 

<210> 5960 
<211> 434 
<212> PRT 

<213 > Homo sapiens 


<400> 5968 


Met 

Asp 

Phe 

Asn 

Gly 

Val Gin 

Phe 

Val 

Cys 

Arg Asn 

Leu 

Leu 

Lys 

Val 

l 




5 




10 





15 


Ser 

Met 

Phe 

Leu 

Asn 

Thr Leu 

Thr 

Pro 

Lys 

Phe 

Tyr 

Val 

Ala 

Leu 

Thr 




20 




25 





30 



Gly Thr 

Ser 

Ser 

Leu 

lie Ser 

Gly 

Leu 

lie 

Leu 

lie 

Phe 

Glu 

Trp 

Trp 



35 




40 





45 




Tyr 

Phe 

Arg 

Lys 

Tyr 

Gly Thr 

Ser 

Phe 

He 

Glu 

Gin 

Val 

Ser 

Val 

Ser 


50 




55 





60 





His 

Leu 

Arg 

Pro 

Leu 

Leu Gly 

Gly 

Val 

Asp 

Asn 

Asn 

Ser 

Ser 

Asn 

Asn 

65 





70 




75 





80 

Ser 

Asn 

Ser 

Ser 

Asn 

Gly Asp 

Ser 

Asp 

Ser 

Asn 

Arg 

Gin 

Ser 

Val 

Ser 





85 




90 





95 


Glu 

Cys 

Lys 

Val 

Trp 

Arg Asn 

Pro 

Leu 

Asn 

Leu 

Phe 

Arg 

Gly Ala 

Glu 
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100 





105 





110 



Tyr 

Asn 

Arg 

Tyr 

Thr 

Trp 

Val 

Thr Gly 

Arg 

Glu 

Pro 

Leu 

Thr 

Tyr 

Tyr 


115 





120 





125 




Asp 

Met 

Asn 

Leu 

Ser 

Ala 

Gin 

Asp 

His 

Gin 

Thr 

Phe 

Phe 

Thr 

Cys 

Asp 

130 





135 





140 





Ser 

Asp 

His 

Leu 

Arg 

Pro 

Ala 

Asp 

Ala 

lie 

Met 

Gin 

Lys 

Ala 

Trp 

Arg 

145 




150 





155 





160 

Glu Arg 

Asn 

Pro 

Gin 

Ala 

Arg 

lie 

Ser 

Ala 

Ala 

His 

Glu 

Ala 

Leu 

Glu 





165 





170 





175 


He 

Asn 

Glu 

Thr 

Arg 

His 

Gin 

Cys 

Leu 

Gly Val 

His 

Gin 

Lys 

Lys 

Ala 




180 





185 





190 



Ser 

Asn 

Val 

Cys 

Gin 

Lys 

Thr 

Arg 

Glu 

Asp 

Gin 

Gly 

Ser 

Lys 

Ala 

Leu 



195 





200 





205 




Leu 

Glu 

Leu 

Gin 

Ala 

Tyr 

Ala 

Asp Val 

Gin 

Ala 

Val 

Leu 

Ala 

Lys 

Tyr 


210 





215 





220 





Asp Asp 

lie 

Ser 

Leu 

Pro 

Lys 

Ser 

Ala 

Thr 

lie 

Cys 

Tyr 

Thr 

Ala 

Ala 

225 





230 





235 





240 

Leu 

Leu 

Lys 

Ala 

Arg 

Ala 

Val 

Ser 

Asp 

Lys 

Phe 

Ser 

Pro 

Glu 

Ala 

Ala 





245 





250 





255 


Ser Arg 

Arg 

Gly 

Leu 

Ser 

Thr 

Ala 

Glu 

Met 

Asn 

Ala 

Val 

Glu 

Ala 

lie 




260 





265 





270 



His 

Arg 

Ala 

Val 

Glu 

Phe 

Asn 

Pro 

His 

Val 

Pro 

Lys 

Tyr 

Leu 

Leu 

Glu 



275 





280 





285 




Met 

Lys 

Ser 

Leu 

lie 

Leu 

Pro 

Pro 

Glu 

His 

lie 

Leu 

Lys 

Arg 

Gly 

Asp 


290 





295 





300 





Ser 

Glu 

Ala 

lie 

Ala 

Tyr 

Ala 

Phe 

Phe 

His 

Leu 

Ala 

His 

Trp 

Lys 

Arg 

305 





310 





315 





320 

Val 

Glu 

Gly 

Ala 

Leu 

Asn 

Leu 

Leu 

His 

Cys 

Thr 

Trp 

Glu 

Gly Thr 

Phe 





325 





330 





335 


Arg 

Met 

lie 

Pro 

Tyr 

Pro 

Leu 

Glu 

Lys 

Gly His 

Leu 

Phe 

Tyr 

Pro 

Tyr 



340 





345 





350 



Pro 

lie 

Cys 

Thr 

Glu 

Thr 

Ala 

Asp Arg 

GlU 

Leu 

Leu 

Pro 

Ser 

Phe 

His 



355 





360 





365 




Glu 

Val 

Ser 

Val 

Tyr 

Pro 

Lys 

Lys 

Glu 

Leu 

Pro 

Phe 

Phe 

lie 

Leu 

Phe 


370 





375 





380 





Thr 

Ala 

Gly 

Leu 

Cys 

Ser 

Phe 

Thr 

Ala 

Met 

Leu 

Ala 

Leu 

Leu 

Thr 

His 

385 




390 





395 





400 

Gin 

Phe 

Pro 

Glu 

Leu 

Met 

Gly 

Val 

Phe 

Ala 

Lys 

Ala 

Val 

Ser 

Val 

Cys 





405 





410 





415 


Leu 

Glu 

Gly 

Gly 

Leu 

Gly 

Glu 

Trp Met 

Gly Lys 

Ala 

Lys 

Gly He 

Lys 




420 





425 





430 




Ala Ala 


<2 10> 5969 

<211> 429 

<212> DNA 

<213> Homo sapiens 

<400> 5969 

cggccgcccg tgtgtgacgt cagggagctg caggcccagg aagccttgca gaacggccag 
60 

ctgggcggcg gggaaggggt cccggatctg cagcctgggg tcttggccag ccaggccatg 
120 
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attgagaaga tcctgagcga ggacccccgg tggcaagatg ccaacttcgt gctgggcagc 
180 

tacaagacgg agcagtgccc gaagccgcca cgcctgtgcc gccagggcta tgcgtgccca 
240 

cactaccaca atagccggga caggcggcgc aacccccggc ggttccagta caggtccacg 
300 

ccctgcccca gcgtgaagca cggggatgag tggggggaac cctcacgctg cgatggcggc 
360 

gacggctgcc agtattgcca ctcccgcacg gagcagcagt tccatcccga gatctacaaa 
420 

tctacaaaa 

429 

<210> 5970 
< 211> 143 
<212> PRT 

<213> Homo sapiens 
<400> 5970 


Arg 

Pro 

Pro 

Val 

Cys 

Asp 

Val 

Arg 

Glu 

Leu 

Gin 

Ala 

Gin 

Glu 

Ala 

Leu 

1 ' 




5 





10 





15 


Gin 

Asn 

Gly 

Gin 

Leu 

Gly 

Gly 

Gly 

Glu 

Gly 

Val 

Pro 

Asp 

Leu 

Gin 

Pro 




20 





25 





30 



Gly Val 

Leu 

Ala 

Ser 

Gin 

Ala 

Met 

He 

Glu 

Lys 

lie 

Leu 

Ser 

Glu 

Asp 



35 





40 





45 




Pro Arg 

Trp 

Gin 

Asp 

Ala 

Asn 

Phe 

Val 

Leu 

Gly 

Ser 

Tyr 

Lys 

Thr 

Glu 


50 





55 





60 





Gin Cys 

Pro 

Lys 

Pro 

Pro 

Arg 

Leu 

Cys 

Arg 

Gin 

Gly 

Tyr 

Ala 

Cys 

Pro 

65 





70 





75 





80 

His 

Tyr 

His 

Asn 

Ser 

Arg 

Asp 

Arg 

Arg 

Arg 

Asn 

Pro 

Arg 

Arg 

Phe 

Gin 





85 





90 





95 


Tyr Arg 

Ser 

Thr 

Pro 

Cys 

Pro 

Ser 

Val 

Lys 

His 

Gly 

Asp 

Glu 

Trp 

Gly 




100 





105 





110 



Glu 

Pro 

Ser 

Arg 

Cys 

Asp 

Gly 

Gly 

Asp 

Gly 

Cys 

Gin 

Tyr 

Cys 

His 

Ser 



115 





120 





125 




Arg 

Thr 

Glu 

Gin 

Gin 

Phe 

His 

Pro 

Glu 

lie 

Tyr 

Lys 

Ser 

Thr 

Lys 



130 





135 





140 






<210 > 5971 
<211> 565 
<212> DNA 
<213> Homo sapiens 

<400 > 5971 

gcgcgcccat ttcggagagt tccctcagcc ccaggactct ggatgtagcc gttttcatgc 
60 

tgtgaatagc acagtcttcc ctttcatgtg gcactgaagt taaaatgcat agagctcttt 
120 

catgtccctt aggtcagcta agcccacatc agtgtccaaa taggcaacat ccctatttta 
180 

tagatggtca tccccatttt agagatagct cccttttata tccccatttt acaggtgaag 
240 

gaattgaggc acagaaggtt aggtcacttc tgcaagatga ccagctgaac caaaatttca 
300 
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gggcttcaaa caccaaatgt gttcctttgt cttccgtttc ccacttgctt cccagaggct 
360 

cagcaagtag cctctggcca ctgagcatcc tcccgcccac tttgctccct gcctcctgat 
420 

cccaggactg tggccgtgga tgccagagcg aggatgtgaa tcctgttggg ttctgaagcc 
480 

cacacctacc ctcagccttg aagctgcagc aatggctgct tccagatgag cacaccctcg 
540 

gggtgcangc gtccagtgtc acgat 
565 

<210> 5972 

<211> 104 

<212> PRT 

<213 > Homo sapiens 

<400> 5972 


Met 

His 

Arg 

Ala 

Leu 

Ser 

Cys 

Pro 

Leu 

Gly 

Gin 

Leu 

Ser 

Pro 

His 

Gin 

1 




5 





10 





15 


Cys 

Pro 

Asn 

Arg 

Gin 

His 

Pro 

Tyr 

Phe 

He 

Asp Gly 

His 

Pro 

His 

Phe 




20 





25 





30 



Arg Asp 

Ser 

Ser 

Leu 

Leu 

Tyr 

Pro 

His 

Phe 

Thr Gly 

Glu 

Gly 

lie 

Glu 



35 





40 





4 5 




Ala 

Gin 

Lys 

Val 

Arg 

Ser 

Leu 

Leu 

Gin 

Asp 

Asp 

Gin 

Leu 

Asn 

Gin 

Asn 


50 





55 





60 





Phe 

Arg 

Ala 

Ser 

Asn 

Thr 

Lys 

Cys 

Val 

Pro 

Leu 

Ser 

Ser 

Val 

Ser 

His 

65 





70 





75 





80 

Leu 

Leu 

Pro 

Arg 

Gly 

Ser 

Ala 

Ser 

Ser 

Leu 

Trp 

Pro 

Leu 

Ser 

lie 

Leu 





85 





90 





95 


Pro 

Pro 

Thr 

Leu 

Leu 

Pro 

Ala 

Ser 












100 














< 2 1 0 > 5973 

<211> 797 

<212> DNA 

<213> Homo sapiens 

<400> 5973 

gggcccaggg gcggctttcc caacactggt cgcagtcatt gttggtataa cggctagaga 
60 

cgcccagtga gttagcatgg agggcagtgg gaccggaaaa agacgtggaa aagctgcgaa 
120 

aacgagcctt cgaatcatgg acgcgcgggc ccagctcctc ctccgagttc ctcatccggg 
180 

gccgtcactc acatccgggg ccctcactca catccgggac cctcatccgg ggctctcacc 
240 

cacatccggg accctcatgc ctgggcggag gagggggggc ccttcattcg ggacccctgc 
300 

actccgtcgc cggaagtgcc accgagaagc gccggcctcg gggctgtcta cagcggcccg 
360 

ggagaggctg tggtggcccc gagcgcgagt gtgtaggtga caggacagcg gccaggcccg 
420 

cccctcccct cggtgagtac ccggaagccg ttttggggtc gcagcggggt ggcagcttgt 
480 
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tttgccttca cgggagtaga aggaggcggc gtccgccgcg gccgacggta gttcgcttcc 
540 

ccgagagtgc gcggaggccc gggtgcgagg agggcctgtt tctcttcagc cctggttcat 
600 

tcacctcgcg gaccgagggc ccgccgtcag gagccggcga ccgtgccctg gtgcgagctg 
660 

gtctgtatgt cctcactggt ccttttggga ctttgccttg gcctcgttgc tctcaggatt 
720 

ccgggaaaag gccggtctag ctggtctgag ttagcgaagg gcctgacccc aaaagtggat 
780 

tttcctcgtt ccgaatt 
797 

<210> 5974 
<211> 107 
<212> PRT 

<213> Homo sapiens 
<400> 5974 

Met Glu Gly Ser Gly Thr Gly Lys Arg Arg Gly Lys Ala Ala Lys Thr 
15 10 15 

Ser Leu Arg lie Met Asp Ala Arg Ala Gin Leu Leu Leu Arg Val Pro 
20 25 30 

His Pro Gly Pro Ser Leu Thr Ser Gly Ala Leu Thr His lie Arg Asp 
35 40 45 

Pro His Pro Gly Leu Ser Pro Thr Ser Gly Thr Leu Met Pro Gly Arg 
50 55 60 

Arg Arg Gly Gly Pro Ser Phe Gly Thr Pro Ala Leu Arg Arg Arg Lys 

65 70 75 80 

Cys His Arg Glu Ala Pro Ala Ser Gly Leu Ser Thr Ala Ala Arg Glu 

85 90 95 

Arg Leu Trp Trp Pro Arg Ala Arg Val Cys Arg 
100 105 

<210> 5975 
<211> 2175 
<212> DNA 

<213> Homo sapiens 
<400> 5975 

nntcaggtca ccacatacta ttatgttggg tttgcatatt tgatgatgcg tcgttaccag 
60 

gatgccatcc gggtcttcgc caacatcctc ctctacatcc agaggaccaa gagcatgttc 
120 

cagagggcca cgtacaagta tgagatgatt aacaagcaga atgagcagat gcatgcgctg 
180 

ctggccattg ccctcacgat gtaccccatg cgtatcgatg agagcattca cctccagctg 
240 

cgggagaaat atggggacaa gatgttgcgc atgtcttatc ccgctgatga ttatgagtct 
300 

gaggcggctt atgaccccta cgcttatccc agcgactatg atatgcacac aggagatcca 
360 

aagcaggacc ttgcttatga acgtcagtat gaacagcaaa cctatcaggt. gatccctgag 
420 


5149 



WO 00/58473 


PCT/US00/08621 


gtgatcaaaa acttcatcca 
480 

gtgtatgagc tacaggccag 
540 

atccaggaca tctatgagaa 
600 

ccttggcccg aggctgaagc 
660 

ttatacaaag aattatacta 
720 

gagcagaggt ttgaatccta 
780 

gatggtcctg ctccccttga 
840 

atctaccagt ttcagtcatt 
900 

gagattgact ttcttcgttc 
960 

cttcattccc tggtagacaa 
1020 

ggtgaccctg agagtgtggc 
1080 

tacttcagcc tggtcgggct 
1140 

atcaaggtgc tggagaacat 
1200 

tgccaggtca ccacatacta 
1260 

gatgccatcc gggtcttcgc 
1320 

cagaggacca cgtacaagta 
1380 

ctggccattg ccctcacgat 
1440 

cgggagaaat atggggacaa 
1500 

gaacttttca gttactcctg 
1560 

gtgcacccca actaccacaa 
1620 

gtacagcagc aggcccagct 
1680 

cctgtggcca agctggctgg 
1740 

cttgtcttca aacacaagat 
1800 

ggtgaatttc agtcagcctc 
1860 

gcggacacca aggtcgccag 
1920 

gaggagctta atcgaaccct 
1980 

ttcaggaacc tgttttgatg 
2040 


gtatttccac aaaactgtct 
tcgtgtctcc agtgatgtca 
cagctggacc aagctgactg 
cattgctcca caggttggca 
caggcacata tatgccaaag 
ttacaactac tgcaatctct 
actacccaac cagtggctct 
cagtcagtac cgctgtaaga 
caatcccaaa atctggaatg 
atccaacatc aaccgacagt 
tggggagtat gggcggcact 
tctccgcctg cactccctgt 
cgaactgaac aagaagagta 
ttatgttggg tttgcatatt 
caacatcctc ctctacatcc 
tgagatgatt aacaagcaga 
gtaccccatg cgtatcgatg 
gatgttgcgc atgcagaaag 
ccccaagttc ctgtcgcctg 
agagcccttc ctgcagcagc 
ttcaaccatc cgcagcttcc 
cttcctggac ctcacagagc 
gaagaacctc gtgtggacca 
agaggttgac ttctacattg 
gcgttatggg gatttcttca 
gaagaagatg ggacagagac 
tattataggc aggaagtgtt 


cagatttgat tgaccagaaa 
ttgaccagaa ggtgtatgag 
aaagattctt caagaataca 
atgatgctgt cttcctgatt 
tcagtggggg accttccttg 
tcaactacat tcttaatgcc 
gggatattat cgatgagttc 
ctgccaagaa gtcagaggag 
ttcatagtgt cctcaatgtc 
tggaggtata cacaagcgga 
ccctctacaa aatgcttggt 
taggagatta ctaccaggcc 
tgtattcccg tgtgccagag 
tgatgatgcg tcgttaccag 
agaggac:caa gagcatgttc 
atgagcagat gcatgcgctg 
agagcattca cctccagctg 
gtgacccaca agtctatgaa 
tagtgcccaa ctatgataat 
tgaaggtgtt ttctgatgaa 
tgaagctcta caccaccatg 
aggagttccg gatccagctt 
gcggtatctc agccctggat 
ataaggacat gatccacatc 
tccgtcagat ccacaaattt 
cttgatgata ttcacacaca 
tttgctaccg tgaaaccttt 
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acctagatca gccatcagcc tgtcaactca gttaacaagt taaggaccga agtgtttcaa 
2100 

gtggatctca gtaaaggatc tttggagcca gaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2160 

aaaaaaaaaa aaaaa 
2175 

<210> 5976 
<211> 564 
<212 > PRT 

. <213> Homo sapiens 


<400> 5976 


Met 

Ser 

Tyr 

Pro 

Ala 

Asp 

Asp 

Tyr 

Glu 

Ser 

Glu 

Ala 

Ala 

Tyr 

Asp 

Pro 

1 




5 





10 





15 


Tyr Ala 

Tyr 

Pro 

Ser 

Asp 

Tyr 

Asp 

Met 

His 

Thr Gly 

Asp 

Pro 

Lys 

Gin 




20 





25 





30 



Asp 

Leu 

Ala 

Tyr 

Glu 

Arg 

Gin 

Tyr 

Glu 

Gin 

Gin 

Thr 

Tyr 

Gin 

Val 

lie 



35 





40 





45 




Pro 

Glu 

Val 

lie 

Lys 

Asn 

Phe 

lie 

Gin 

Tyr 

Phe 

His 

Lys 

Thr 

Val 

Ser 


50 





55 





60 





Asp 

Leu 

lie 

Asp 

Gin 

Lys 

Val 

Tyr 

Glu 

Leu 

Gin 

Ala 

Ser 

Arg 

Val 

Ser 

65 





70 





75 





80 

Ser Asp Val 

lie 

Asp 

Gin 

Lys 

Val 

Tyr 

Glu 

lie 

Gin 

Asp 

lie 

Tyr 

Glu 





85 





90 





95 


Asn 

Ser 

Trp 

Thr 

Lys 

Leu 

Thr 

Glu 

Arg 

Phe 

Phe 

Lys 

Asn 

Thr 

Pro 

Trp 




100 





105 





110 



Pro 

Glu ' Ala 

Glu 

Ala 

lie 

Ala 

Pro 

Gin 

Val 

Gly Asn 

Asp 

Ala 

Val 

Phe 



115 





120 





125 




Leu 

lie 

Leu 

Tyr 

Lys 

Glu 

Leu 

Tyr 

Tyr 

Arg 

His 

lie 

Tyr 

Ala 

Lys 

Val 


130 





135 





140 





Ser Gly Gly 

Pro 

Ser 

Leu 

Glu 

Gin 

Arg 

Phe 

Glu 

Ser 

Tyr 

Tyr 

Asn 

Tyr 

145 





150 





155 





160 

Cys 

Asn 

Leu 

Phe 

Asn Tyr 

lie 

Leu 

Asn 

Ala 

Asp 

Gly 

Pro 

Ala 

Pro 

Leu 





165 





170 





175 


Glu 

Leu 

Pro 

Asn 

Gin Trp 

Leu 

Trp 

Asp 

He 

lie 

Asp 

Glu 

Phe 

lie 

Tyr 




180 





185 





190 



Gin 

Phe 

Gin 

Ser 

Phe 

Ser 

Gin 

Tyr 

Arg 

Cys 

Lys 

Thr 

Ala 

Lys 

Lys 

Ser 



195 





200 





205 




Glu 

Glu 

Glu 

lie 

Asp 

Phe 

Leu 

Arg 

Ser 

Asn 

Pro 

Lys 

lie 

Trp 

Asn 

Val 


210 





215 





220 





His 

Ser 

Val 

Leu 

Asn 

Val 

Leu 

His 

Ser 

Leu 

Val 

Asp 

Lys 

Ser 

Asn 

lie 

225 





230 





235 





240 

Asn 

Arg 

Gin 

Leu 

Glu 

Val 

Tyr 

Thr 

Ser 

Gly 

Gly Asp 

Pro 

Glu 

Ser 

Val 





245 





250 





255 


Ala Gly Glu 

Tyr 

Gly Arg 

His 

Ser 

Leu 

Tyr 

Lys 

Met 

Leu 

Gly 

Tyr 

Phe 




260 





265 





270 



Ser 

Leu 

Val 

Gly 

Leu 

Leu 

Arg 

Leu 

His 

Ser 

Leu 

Leu 

Gly 

Asp 

Tyr 

Tyr 



275 





280 





285 




Gin 

Ala 

lie 

Lys 

Val 

Leu 

Glu 

Asn 

lie 

Glu 

Leu 

Asn 

Lys 

Lys 

Ser 

Met 


290 





295 





300 





Tyr Ser Arg 

Val 

Pro 

Glu 

Cys 

Gin 

Val 

Thr 

Thr 

Tyr 

Tyr 

Tyr 

Val 

Gly 

305 





310 





315 





320 

Phe 

Ala 

Tyr 

Leu 

Met 

Met 

Arg 

Arg 

Tyr 

Gin 

Asp 

Ala 

lie 

Arg 

Val 

Phe 
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325 330 335 

Ala Asn lie Leu Leu Tyr lie Gin Arg Thr Lys Ser Met Phe Gin Arg 
340 345 350 

Thr Thr Tyr Lys Tyr Glu Met lie Asn Lys Gin Asn Glu Gin Met His 
355 360 365 

Ala Leu Leu Ala lie Ala Leu Thr Met Tyr Pro Met Arg lie Asp Glu 
370 375 380 

Ser lie His Leu Gin Leu Arg Glu Lys Tyr Gly Asp Lys Met Leu Arg 

385 390 395 400 

Met Gin Lys Gly Asp Pro Gin Val Tyr Glu Glu Leu Phe Ser Tyr Ser 

405 410 415 

Cys Pro Lys Phe Leu Ser Pro Val Val Pro Asn Tyr Asp Asn Val His 
420 425 430 

Pro Asn Tyr His Lys Glu Pro Phe Leu Gin Gin Leu Lys Val Phe Ser 
435 440 445 

Asp Glu Val Gin Gin Gin Ala Gin Leu Ser Thr lie Arg Ser Phe Leu 
450 455 460 

Lys Leu Tyr Thr Thr Met Pro Val Ala Lys Leu Ala Gly Phe Leu Asp 

465 470 475 480 

Leu Thr Glu Gin Glu Phe Arg lie Gin Leu Leu Val Phe Lys His Lys 

485 490 495 

Met Lys Asn Leu Val Trp Thr Ser Gly He Ser Ala Leu Asp Gly Glu 
500 505 510 

Phe Gin Ser Ala Ser Glu Val Asp Phe Tyr lie Asp Lys Asp Met lie 
515 520 525 

His lie Ala Asp Thr Lys Val Ala Arg Arg Tyr Gly Asp Phe Phe lie 
530 535 540 

Arg Gin lie His Lys Phe Glu Glu Leu Asn Arg Thr Leu Lys Lys Met 

545 550 555 560 

Gly Gin Arg Pro 


<210> 5977 
<211> 2320 
<212> DNA 

<213> Homo sapiens 
<400 > 5977 

naactttctt tagatttgtc tttgcttttt ccaacttcct ttatttctat tatacttata 
60 

attttgcttt ttgccctatc tttcattaga aacttttcgc aaatgtctgt taaatgctac 
120 

cccagtgact ttgggcttgg tcatgctact tgctttggtc aatgaaatgt gagtagacat 
180 

caagtatacc accatcacac agaaatttta ttttttattt tattttttat agagacaggg 
240 

tctcactaca ttgcctagat tggtctcaaa ctcctgggct caagcaatct tcctcttctt 
300 

ggcctcccaa agtgttggga ttgcaggtgt gcgccactac gcccagcttg aaaaattttt 
360 

taatgcatgt ggtaatccac aggagatcac atttagtata tgaccaagtt aattaagaag 
420 

tcaaaaaaca cgttaaattt aagcagaata aggctgggtt cggtggctca tgcctgtgat 
480 
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cccagcactt tgggaggcag 
54 0 

tggacaacat ggcganaagt 
600 

acacccgtga tcccagctac 
660 

tggaagctgc agtaagctag 
720 

tctaactaaa aaacccccca 
780 

acttctggac aaacaaatga 
840 

tttttttttg agacagagtc 
900 

gctcactgca acctttgcct 
960 

gccgggatta taggcatgga 
1020 

aagtttca cc atgttggcct 
10.80 

tggtctccta aagtgttggg 
1140 

ttatccttaa aattgcctga 
1200 

aacagcttaa taatttatat 
1260 

taattcactg caaagataaa 
1320 

ctagacaaaa ctgattatca 
1380 

aattaaatcc tgtgctatat 
1440 

tcaattgcat tcctttccac 
1500 

tctcatgttt atcagtgcaa 
1560 

ttttagaaag gcttagtcct 
1620 

agaatgatca acttcaatgg 
1680 

tgactcatca agagaggcca 
1740 

atcatcatct tcttgaaaat 
1800 

ttgtgttctc ctcttcctag 
1860 

gaaaatgtcc ttaatttgtt 
1920 

aactccacct ggtgttcttc 
1980 

aacttcagcg gtttccatca 
2040 

tcgggctatc aggtctttct 
2100 


aggtgggcag atcattnagg 
ctttactaaa aatacaaaaa 
tcaggaggct taggcacatg 
atcctgccac tgtactccag 
aaaaacaaat agttacttgg 
gtgggaagaa tcaagtatac 
ttgctctgtc gcccaggctg 
cccgggttca ggtgattctc 
gaaccacacc tggctagttt 
ggctggtctc aaactcctga 
attacaggcg tgagccaccg 
gttcttagaa cacagaaaaa 
gtcccattat gattttagcg 
cctgaaaaag caaacaaact 
actagtaata ctcataatta 
actcttaagt attttgtcag 
acatatttta aacaagaaaa 
aacgttgcaa tctcagtaaa 
caaactgttg aaaatgtact 
cttcctctgc ctccaacttg 
aggcctcatt cgtgtcactt 
ttagactttt aatagcttgt 
cagctttttt attttcatat 
cctcgctgat actaggagtg 
ttcgactacc attcattata 
gaagttcaat tgcctttttg 
ttggttcctg taacctgaat 


ccaggagttc gagaccagcc 
tcagctgggc gtggtggtac 
atncgcttga acctgggaga 
cctgggtgac agatcaagac 
aaaacttccg acatttattt 
acctcttaat tgtatttttt 
gagtacagtg gacgatctca 
ctgcctcagc ctcccgagta 
ttgtattttt agtagagatg 
cctcaagtga tctgcccgcc 
tgcctggcca atgttagttt 
acaaatttga atgcattttt 
gaatgtttta aagcaaagca 
tacaaatggt atgttatgac 
gcacatgcaa cagattgaga 
atatatcttt aaatgttcta 
caattgtctt tcctccagat 
aatggtttat tacaatgtta 
taaaagatgt ccaaatcatg 
gcttctgcat gtccttcctg 
gcaaaagttt ctcgtgatgt 
ttcatctttt tccccaacac 
tccttttggt tttcaatgta 
tttttcaaga gattcagaaa 
aagagaccac cattttgttc 
ttaccaataa tcctcactac 
gaaatttcat cagccacttt 
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ctcttgagaa tcttccgctg tgatctcgta tcgaccttta tagttcattt ctggtctgtt 
2160 

ccctagcctg tctttgacag gtcgtttcct tttgagatga ccttgcccat tttcctcttc 
2220 

ctttgatccc atttttttgc caccatgcat atattcatct agttccttgt ctagatcctt 
2280 

tgtatgctct tgagattcct tcctaagttt cttggcaagc 
2320 

<210> 5978 
<211> 77 
<212> PRT 

<213> Homo sapiens 
<400> 5978 


Met 

Thr 

Lys 

Leu 

lie 

Lys 

Lys 

Ser 

Lys 

Asn 

Thr 

Leu 

Asn 

Leu 

Ser 

Arg 

1 




5 





10 





15 


lie 

Arg 

Leu 

Gly 

Ser 

Val 

Ala 

His 

Ala 

Cys 

Asp 

Pro 

Ser 

Thr 

Leu Gly 




20 





25 





30 



Gly Arg Gly 

Gly 

Gin 

He 

lie 

Xaa 

Ala 

Arg 

Ser 

Ser 

Arg 

Pro 

Ala 

Trp 



35 





40 





45 




Thr 

Thr 

Trp 

Arg 

Xaa 

Val 

Phe 

Thr 

Lys 

Asn 

Thr 

Lys 

lie 

Ser 

Trp 

Ala 


50 





55 





60 





Trp 

Trp 

Tyr 

Thr 

Pro 

Val 

lie 

Pro 

Ala 

Thr 

Gin 

Glu 

Ala 




65 





70 





75 







<210> 5979 
<211> 1095 
<212 > DNA 

<213 > Homo sapiens 
<400>, 5979 

nntttctttt ttgagacgac gtcttgctct gtcacccagg ctagagtgca atggcacgat 
60 

ctcggctcac tgtagccttg acctcctggg ctcaagcgat ctccgcctca gcctcccgag 
120 

tagctgcgac cacaggcctg tgcagcactc ctggcttgct gcccattgta tagatgagga 
180 

aattgaggcc taaggcaggg tcacttgcct ggccccttcc ccttcacccg tcagagtcca 
240 

gacagggagg ggacgtcccc tgacccccgc tgctctgtgc tttcagggca agaagactat 
300 

gaccggctgc ggcccctgtc ctaccagaac acccacctcg tgctcatctg ctatgacgtc 
360 

atgaatccca ccagctacga caacgtcctc atcaagtggt tccctgaggt cacgcatttc 
420 

tgccgcggga tccccatggt gctcatcggc tgcaagacag acctgaggaa ggacaaggag 
480 

cagctgcgga agctccgggc cgcccagctg gagcccatca cctacatgca gggcctgagc 
540 

gcctgcgaac agatccgagc tgctctctac ctggaatgtt ccgccaagtt tcgggagaat 
600 

gtggaggacg tcttccggga ggccgccaag gtggctctca gcgctctgaa gaaggcgcaa 
660 
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cggcagaaga agcgccggct ctgcctgctg ctctgaccca gggcagacag acctcacgac 
720 

agcactgaca gggcccgggg gcccaggtgc cgattgcacc agggaggctg ccccatcccg 
780 

accctccagc tcatggtgtc tggggcctgc ggctagactc ttggaacatt ctggaactct 
840 

ctcctttcct ggctggggct ctgaccacaa actcccctcc aggctgcccc tgggacatgg 
900 

tggtgatgtg ggtgcaggag ccagtgtctg ttgttgggac tcgcaagtgc cctcatcaca 
960 

gccaccccca ccacgagtgt ctccccagtg cagactcaag ttatgcttga aatgaaaaag 
1020 

tctatctggt agtgggtaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1080 

aaaaaaaaaa aaaaa 
1095 

<210> 5980 
<211> 169 
<212> PRT 

<213> Homo sapiens 


<400> 5980 


Gly Leu 

Arg 

Gin 

Gly His 

Leu 

Pro 

Gly 

Pro 

Phe 

Pro 

Phe 

Thr 

Arg 

Gin 

1 




5 





10 





15 


Ser 

Pro 

Asp 

Arg 

Glu Gly 

Thr 

Ser 

Pro 

Asp 

Pro 

Arg 

Cys 

Ser 

Val 

Leu 




20 





25 





30 



Ser Gly 

Gin 

Glu 

Asp 

Tyr 

Asp 

Arg 

Leu 

Arg 

Pro 

Leu 

Ser 

Tyr 

Gin 

Asn 



35 





40 





45 




Thr 

His 

Leu 

Val 

Leu 

lie 

Cys 

Tyr 

Asp 

Val 

Met 

Asn 

Pro 

Thr 

Ser 

Tyr 


50 





55 





60 





Asp Asn 

Val 

Leu 

lie 

Lys 

Trp 

Phe 

Pro 

Glu 

Val 

Thr 

His 

Phe 

Cys 

Arg 

65 





70 





75 





80 

Gly 

He 

Pro 

Met 

Val 

Leu 

lie 

Gly 

Cys 

Lys 

Thr 

Asp 

Leu 

Arg 

Lys 

Asp 





85 


Leu 



90 





95 


Lys 

Glu 

Gin 

Leu 

Arg 

Lys 

Arg 

Ala 

Ala 

Gin 

Leu 

Glu 

Pro 

lie 

Thr 




100 





105 





110 



Tyr 

Met 

Gin 

Gly 

Leu 

Ser 

Ala 

Cys 

Glu 

Gin 

lie 

Arg 

Ala 

Ala 

Leu 

Tyr 



115 





120 





125 




Leu 

Glu 

Cys 

Ser 

Ala 

Lys 

Phe 

Arg 

Glu 

Asn 

Val 

Glu 

Asp 

Val 

Phe 

Arg 


130 





135 





14 0 





Glu 

Ala 

Ala 

Lys 

Val 

Ala 

Leu 

Ser 

Ala 

Leu 

Lys 

Lys 

Ala 

Gin 

Arg 

Gin 

145 





150 





155 





160 

Lys 

Lys 

Arg 

Arg 

Leu Cys 

Leu 

Leu 

Leu 









165 


<210> 5981 
<211> 677 
<2l2> DNA 

<213> Homo sapiens 
<400> 5981 

cgcttccccc agcccctgcg cccggccoga acgagaggtc cggagccccg gcgcgggcgg 
60 
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gttctggggt gtagacgctg ctggccagcc ctccccagcc gaggttctcg gcaccgcctt 
120 

gagagcttca gctgccccag ggtgtgcagg tttgctttag agggtcggcg ggcggagctt 
180 

cggggaagag gagctctggg agagtcattc cggccagtgc gagtaccgtc gtcgctcttg 
240 

ggaatccttg gccgcccaga cagaagggaa gtaggcgccg gagacccgtt ctgcattttg 
300 

attcatctcg ggccctgtaa gggtcatatc ttgtgaaaat aacctgtaaa atcaatttaa 
360 

cgttcagtgc agcgtgtaaa gacagctcta agaatttaaa agacgcctga gtcagaacat 
420 

ttaaatgctt gggtccctgt agcagcgttt taacacgtct gagtgcagag ggtggagaat 
480 

cgagcctgat tgccgttcac gccctgtaac ctttaagaag ggtaaagaaa ggcaccctaa 
540 

aaaacgcaag gggacactta ccctaggggt ggacgaacag ctagcttttt ggaatttggg 
600 

ttggtcttca tttccaagtg cgaaatttgc ctgcaaaact ttttatttgc agtcatagat 
660 

caacgataaa cagaatt 
677 

<210> 5982 

<211> 98 

<212> PRT 

<213 > Homo sapiens 

<4 00 > 5982 

Met Gin Asn Gly Ser Pro Ala Pro Thr Ser Leu Leu Ser Gly Arg Pro 
15 10 15 

Arg lie Pro Lys Ser Asp Asp Gly Thr Arg Thr Gly Arg Asn Asp Ser 
20 25 30 

Pro Arg Ala Pro Leu Pro Arg Ser Ser Ala Arg Arg Pro Ser Lys Ala 
35 40 45 

Asn Leu His Thr Leu Gly Gin Leu Lys Leu Ser Arg Arg Cys Arg Glu 
50 55 60 

Pro Arg Leu Gly Arg Ala Gly Gin Gin Arg Leu His Pro Arg Thr Arg 

65 70 75 80 

Pro Arg Arg Gly Ser Gly Pro Leu Val Arg Ala Gly Arg Arg Gly Trp 

85 90 95 

Gly Lys 


<210> 5983 

<211> 790 

<212> DNA 

<213 > Homo sapiens 

<400> 5983 

gctcgacata tacagaatat ttcttcccca gaaagttctc caggaataaa gagacgcact 
60 

tatagtcaag aggtaagaag ttaacttaaa aagggtgaat tggtagtttt tttcctatta 
120 
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cattgttttc cttaaattac tggtaaattt tgaaataaac agtcccaaga tgtgattatt 
180 

tgtgtaattt ttttttttaa tttgtaaaca gggatatgac agatcttcaa ccatgttaac 
240 

attggggcct tttagaaatt ctaatttaac tgaactgggt ctgcaagaaa taaagactat 
300 

tggttatacg agccctagga gtaggactga agtcaacagg cagtgtcctg gagaaaagga 
360 

acctgtgtca gaccttcagc taggactcga tgcagttgag ccaactgccc tacataaaac 
420 

cctggaaacg cctgcacatg acagggctga gcccaacagc caactggact cgactcactc 
480 

tggacggggc acaatgtatt cttcctgggt aaagagccct gacagaacag gagttaactt 
540 

ctcagtgaac tccaacttga gggacctgac accctcgcat cagttggagg ttggaggagg 
600 

cttccgaata agtgagtcaa agtgcctgat gcaggatgat actagaggca tgtttatgga 
660 

aacaactgtg ttttgtactt ccgaagatgg gcttgtatct ggtttcggac ggactgttaa 
720 

tgacaatttg atcgacggga attgcacacc ccagaatcca ccacaaaaga aaaaggtttc 
780 

tctattagaa 

790 

<210> 5984 
<211> 186 
<212> PRT 

<213> Homo sapiens 
<4 00> 5984 

Met Leu Thr Leu Gly Pro Phe Arg Asn Ser Asn Leu Thr Glu Leu Gly 
15 10 15 

Leu Gin Glu lie Lys Thr lie Gly Tyr Thr Ser Pro Arg Ser Arg Thr 
20 25 30 

Glu Val Asn Arg Gin Cys Pro Gly Glu Lys Glu Pro Val Ser Asp Leu 
35 40 45 

Gin Leu Gly Leu Asp Ala Val Glu Pro Thr Ala Leu His Lys Thr Leu 
50 55 60 

Glu Thr Pro Ala His Asp Arg Ala Glu Pro Asn Ser Gin Leu Asp Ser 

65 70 75 80 

Thr His Ser Gly Arg Gly Thr Met Tyr Ser Ser Trp Val Lys Ser Pro 

85 90 95 

Asp Arg Thr Gly Val Asn Phe Ser Val Asn Ser Asn Leu Arg Asp Leu 
100 105 110 

Thr Pro Ser His Gin Leu Glu Val Gly Gly Gly Phe Arg He Ser Glu 
115 120 125 

Ser Lys Cys Leu Met Gin Asp Asp Thr Arg Gly Met Phe Met Glu Thr 
130 135 140 

Thr Val Phe Cys Thr Ser Glu Asp Gly Leu Val Ser Gly Phe Gly Arg 

145 150 155 160 

Thr. Val Asn Asp Asn Leu lie Asp Gly Asn Cys Thr Pro Gin Asn Pro 

165 170 175 

Pro Gin Lys Lys Lys Val Ser Leu Leu Glu 


r 
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180 185 

<210> 5985 

<211> 737 

<212> DNA 

<213 > Homo sapiens 

<400> 5985 
tgagcttggt 
60 

ttccggagcc 
120 

gccgaggttc 
180 

cccaagaaaa 
240 

ttcaacaagt 
300 

agaacccata 
360 

taagcctcac 
420 

caacatggtt 
480 

atgtgaagat 
540 

aacagcggct 
600 

tacctccact 
660 

ttggcgggga 
720 

aaaaaaaaaa 
737 

<210> 5986 
<211> 165 
<212> PRT 
<213 > Homo sapiens 


<4 00> 5986 


Met 

Ala 

Ser 

Gly 

Asp 

Phe 

Cys 

Ser 

Pro 

Gly 

Glu Gly 

Met 

Glu 

lie 

Leu 

1 




5 





10 





15 


Gin 

Gin 

Val 

Cys 

Ser 

Lys 

Gin 

Leu 

Pro 

Pro 

Cys 

Asn 

Leu 

Ser 

Lys 

Glu 




20 





25 





30 



Asp 

Leu 

Leu 

Gin 

Asn 

Pro 

Tyr 

Phe 

Ser 

Lys 

Leu 

Leu 

Leu 

Asn 

Leu 

Ser 



35 





40 





45 




Gin 

His 

Val 

Asp 

Glu 

Ser 

Gly 

Leu 

Ser 

Leu 

Thr 

Leu 

Ala Lys 

Glu 

Gin 


50 





55 





60 





Ala 

Gin 

Ala 

Trp 

Lys 

Glu 

Val 

Arg 

Leu 

His 

Lys 

Thr 

Thr 

Trp 

Leu 

Arg 

65 





70 





75 





80 

Ser 

Glu 

He 

Leu 

His 

Arg 

Val 

lie 

Gin 

Glu 

Leu 

Leu 

Val 

Asp 

Tyr 

Tyr 





85 





90 





95 


Val 

Lys 

lie 

Gin 

Asp 

Thr 

Asn 

Val 

Thr 

Ser 

Glu Asp 

Lys 

Lys 

Phe 

His 


ctttccgggc ctcgcttccc ccagcccctg cgcccggccc gaacgagagg 
ccggcgcggg cgggttctgg ggtgtagacg ctgctggcca gcccgcccca 
tcggcaccgc cttgagagct tcagctgccc cagggtgtgc agattagaat 
tcaaatggca tccggggatt tctgctcacc tggagaaggg atggaaatac 
gtgcagcaaa caacttcctc cttgtaacct gagtaaagag gacctgttac 
cttcagcaag cttctcctga atctctcaca gcatgtggat gagagtggct 
cctagcaaag gagcaggctc aggcatggaa ggaagttcga ctgcataaga 
gaggtctgag attttacaca gagtcattca agagttgctt gtggactact 
acaagacaca aatgtaactt ctgaggacaa aaagtttcat gagacccttg 
gcttgtaact gaactgatgc ggctcttagg tcctagccag gagagggaga 
gctggggctg gagaaagcgg accttctgga actcatgcca ctctcagagg 
gatattggaa ccaaataaat gaaatggttt aatttctccc atatctttaa 
aaaaaaa 
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100 105 110 

Glu Thr Leu Glu Gin Arg Leu Leu Val Thr Glu Leu Met Arg Leu Leu 
115 120 125 

Gly Pro Ser Gin Glu Arg Glu lie Pro Pro Leu Leu Gly Leu Glu Lys 
130 135 140 

Ala Asp Leu Leu Glu Leu Met Pro Leu Ser Glu Val Gly Gly Glu lie 
145 150 155 160 

Leu Glu Pro Asn Lys 
165 

<210> 5987 
<211> 1444 
<212> DNA 

<213 > Homo sapiens 
<400> 5987 


nnctggattg ggatgaagga ggctgaatct 
60 

ggcatgtttt tttctccttg ttgtaatctc 
120 

caccgcgtgg agctttacaa ggtgctgagt 
180 

tacagaggtt ggggtgactc agtgggaacg 
240 

ctccacgttt ttgactggat caaagcaaga 
300 

cactctctgg gcactggcgt ggcgacaatc 
360 

ccagatgccc ttatattgga atctccattc 
420 

ccattttcag tgatatatcg atacttccct 
480 

acaagtagtg gaattaaatt tgcaaatgat 
540 

ctcatcctgc acgctgagga cgacccggtg 
600 

agcatcgccg caccagctcg aagcttccga 
660 

tcagaccttg gctacaggca caaatacatt 
720 

agggaattcc tggggaagtc ggagcctgag 
780 

agcatgaaga cctctgccct cctcccgttt 
840 

ccccgggggg ccggcacctg caatgctcag 
900 

gatcccaggt ggggaggccc ctgcaggcct 
960 

tggaaagcgt gggtggcagg catgtggctc 
1020 

tgggagactt aatggcagca ggcagccatc 
1080 

cagggggagt ccgggcaggg gactcttggg 
1140 


cagtcaggag ctgagctccc cagccagagg 
aaaggtcaca gcatctgctg aggaggcgac 
tcccttggtt accatgtggt cacctttgac 
ccatctgagc ggggcatgac ctatgacgca 
agtggtgaoa accccgtgta catctggggc 
tggtgcggcg cctctgtgag cgagacgcct 
actaatatcc gcgaagaagc taagagccat 
gggtttgact ggttcttcct tgatcctatt 
gaaaacgtga agcacatctc ctgtcccctg 
gtgcccttcc agcttggcag aaagctctat 
gatttcaaag ttcagtttgt gccctttcat 
tacaagagcc ctgagctgcc acggatactg 
caccagcact gagcctggcc gtgggaagga 
tcctccagtc agcagcccgg tatcctgaag 
gagcccagct cgcacctgga gagcacctca 
gcagtgcccg gaggcctgag catggctgtg 
tccttgccgc ccctcaacct gagatcttgt 
actgcctgct tgatgctgca ctgagctgga 
gctcgggacc atgctgagct ttttggcacc 
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acccacagag aacgtggggt ccaggttctt tctgcacctt cccagcacat gcagaatgac 
1200 

tccagtggtt ccatcgtccc ctcctgccct gtgtacctgc ttgcctttct cagctgcccc 
1260 

acctcccctg ggctggccca ctcacccaca gtggaagtgc ccgggatctg cacttcctcc 
1320 

cctttcacct acctgtacac ctaacctggc cttagactga gctttattta agaataaaat 
1380 

cgtggtggtg gtccttttgt ctcaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

1440 

aaaa 

1444 

<210> 5988 
<211> 216 
<212> PRT 

<213> Homo sapiens 


<400> 5988 


Gly Gly 

Asp 

His 

Arg 

Val 

Glu 

Leu 

Tyr Lys 

Val 

Leu 

Ser 

Ser 

Leu 

Gly 

1 




5 





10 





15 


Tyr 

His 

Val 

Val 

Thr 

Phe 

Asp 

Tyr 

Arg Gly 

Trp 

Gly 

Asp 

Ser 

Val 

Gly 




20 





25 





30 



Thr 

Pro 

Ser 

Glu 

Arg 

Gly 

Met 

Thr 

Tyr Asp 

Ala 

Leu 

His 

Val 

Phe 

Asp 



35 





40 





45 




Trp 

lie 

Lys 

Ala 

Arg 

Ser 

Gly 

Asp 

Asn 

Pro 

Val 

Tyr 

lie 

Trp 

Gly 

His 


50 





55 





60 





Ser 

Leu 

Gly 

Thr 

Gly 

Val 

Ala 

Thr 

lie 

Trp 

Cys 

Gly 

Ala 

Ser 

Val 

Ser 

65 





70 





75 





80 

Glu 

Thr 

Pro 

Pro 

Asp 

Ala 

Leu 

lie 

Leu 

Glu 

Ser 

Pro 

Phe 

Thr 

Asn 

lie 





85 





90 





95 


Arg 

Glu 

Glu 

Ala 

Lys 

Ser 

His 

Pro 

Phe 

Ser 

Val 

lie 

Tyr 

Arg 

Tyr 

Phe 




100 





105 





110 



Pro Gly 

Phe 

Asp 

Trp 

Phe 

Phe 

Leu 

Asp 

Pro 

lie 

Thr 

Ser 

Ser 

Gly 

lie 



115 





120 





125 




Lys 

Phe 

Ala 

Asn 

Asp 

Glu 

Asn 

Val 

Lys 

His 

lie 

Ser 

Cys 

Pro 

Leu 

Leu 


130 





135 





14 0 





He 

Leu 

His 

Ala 

Glu 

Asp 

Asp 

Pro 

Val 

Val 

Pro 

Phe 

Gin 

Leu 

Gly 

Arg 

145 





150 





155 





160 

Lys 

Leu 

Tyr 

Ser 

lie 

Ala 

Ala 

Pro 

Ala Arg 

Ser 

Phe 

Arg 

Asp 

Phe 

Lys 





165 





170 





175 


Val 

Gin 

Phe 

Val 

Pro 

Phe 

His 

Ser 

Asp 

Leu 

Gly 

Tyr 

Arg 

His 

Lys 

Tyr 




180 





185 





190 



lie 

Tyr 

Lys 

Ser 

Pro 

Glu 

Leu 

Pro 

Arg 

lie 

Leu 

Arg 

Glu 

Phe 

Leu 

Gly 



195 





200 





205 




Lys 

Ser 

Glu 

Pro 

Glu 

His 

Gin 

His 










210 





215 











<210> 5989 

<211> 1583 

<212> DNA 

<213 > Homo sapiens 

<4 00> 5989 
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gccccctgat 

60 

acactccgaa 

120 

tgagccttat 

180 

ccagggacgc 

240 

gggggacagc 

300 

aagagactgt 

360 

ggggtctcta 

420 

ttcaccctgc 

480 

ggaaaagtca 

540 

aagcctttct 

600 

aacaccattg 

660 

aatggagaaa 

720 

cctcttgaga 

780 

ctgcggctgg 

840 

cgggtggagg 

900 

caggagggcg 

960 

ggtgcagagc 

1020 

gggttttgtt 

1080 

gaaattatat 

1140 

gagccattcg 

1200 

acatctgagt 

1260 

taagctcctt 

1320 

tttacactca 

1380 

atggcccgat 

1440 

ttatcatttc 

1500 

cgcgcccaag 

1560 

aagatttatg 

1583 


cagttctttg 

catggccctt 

accgatcaat 

gacgtctctg 

aagtgtccca 

gcgtcaacac 

tgatagggga 

ctagtgccta 

gcatcaactg 

atggagggaa 

tttgtaaagc 

ccaaagtcat 

agcagggacc 

gggacattga 

aacggaagcg 

atggctgggt 

tttccagtat 

ggcattcact 

actatgaaaa 

gggcacgtgt 

atgattacac 

tttatcaatg 

caaagatatt 

cactgtccat 

aaaattattg 

aaagataagc 

cccagagcct 


gggtgctttt 

ttctcgttcc 

ctaggcacac 

gccagcagaa 

tcacccaccc 

tcatgtatgg 

aggtgtgttg 

cgcccggtcc 

tgccaagact 

agtccacagg 

ccatggggaa 

cgacacaacc 

catggagtcc 

cgcagccacc 

cgagaacctc 

atacttcaat 

agccctgttt 

gagaccttgt 

gtgcaccccc 

gtgtacacac 

atttaaatac 

aagtttgaag 

ctcacttagt 

aagggagaaa 

tgattctcac 

aagtatttcc 

tgc 


taaagtttcc 

aacgatcaac 

ctcctttcct 

atacggcctc 

atctcctgct 

accaaaagca 

aggctcctgg 

attctcacca 

gggtactcag 

gttaccgcag 

tggaatggta 

acactgccag 

aggaacctct 

gagcagaagc 

cgcacaccat 

cccctctgga 

ttgtaggaat 

attagcatcc 

acactctgct 

cgtatacgtt 

tgcactcacc 

tttttctatt 

caactcctgt 

gtggctcatt 

ctccctcccc 

tgctggatgg 


caggatcccg 

cactttgggg 

gggggtgact 

ctccccgccg 

tctactgtga 

agttcatggg 

aacacgggga 

tcccgtgggt 

cgacagtgat 

aagtgaagca 

ctttagagtt 

tgtatcccaa 

ggcgggaggt 

ggcacctgga 

ggaagcccaa 

aagcacactg 

attaaagtag 

aagaaatgat 

agaggaatga 

cacacacatg 

aaggttaaag 

tttcactttg 

caaaatgaag 

cctggtagaa 

acctcagtgt 

gggttggcag 


atgttgtcat 

ggcgggagag 

gaatgcccag 

actgggcaaa 

gtgcgaggag 

catgtccgtg 

ggagtacgta 

ggagctcgga 

attccacacg 

caacccaacc 

cacctacaac 

gaagatcaga 

gacccgatac 

ggagaagcaa 

atattttatc 

atggggtgga 

tagagtatca 

gagagagaga 

atttattcaa 

cactatgtaa 

tgggtaatca 

ccaaaaatgt 

gtgaactggc 

gtatgggtgg 

tttgtctgtc 

gaagctgtta 
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<210> 5990 
<211> 260 
<212> PRT 

<213> Homo sapiens 
<4 00> 5990 


Leu 

Asn 

Ala 

Gin 

Pro 

Gly 

Thr 

Arg 

Arg 

Leu 

Trp 

Pro 

Ala 

Glu 

lie 

Arg 

1 




5 





10 





15 


Pro 

Pro 

Pro 

Arg 

Arg 

Leu 

Gly 

Lys 

Gly 

Gly 

Gin 

Gin 

Val 

Ser 

His 

His 




20 





25 





30 



Pro 

Pro 

lie 

Ser 

Cys 

Phe 

Tyr 

Cys 

Glu Cys 

Glu 

Glu 

Lys 

Arg 

Leu 

Cys 



35 





40 





45 




Val 

Asn 

Thr 

His 

Val 

Trp 

Thr 

Lys 

Ser Lys 

Phe 

Met 

Gly 

Met 

Ser 

Val 


50 





55 





60 





Gly Val 

Ser 

Met 

lie 

Gly 

Glu 

Gly 

Val 

Leu 

Arg 

Leu 

Leu 

Glu 

His 

Gly 

65 





70 





75 





80 

Glu 

Glu 

Tyr 

Val 

Phe 

Thr 

Leu 

Pro 

Ser 

Ala 

Tyr 

Ala 

Arg 

Ser 

He 

Leu 





85 





90 





95 


Thr 

He 

Pro 

Trp 

Val 

Glu 

Leu 

Gly 

Gly Lys 

Val 

Ser 

lie 

Asn 

Cys 

Ala 




100 





105 





110 



Lys 

Thr 

Gly 

Tyr 

Ser 

Ala 

Thr 

Val 

lie 

Phe 

His 

Thr 

Lys 

Pro 

Phe 

Tyr 



115 





120 





125 




Gly Gly 

Lys 

val 

His 

Arg 

Val 

Thr 

Ala 

Glu 

Val 

Lys 

His 

Asn 

Pro 

Thr 


130 





135 





140 





Asn 

Thr 

lie 

Val 

Cys 

Lys 

Ala 

His 

Gly Glu 

Trp 

Asn 

Gly 

Thr 

Leu 

Glu 

145 





150 





155 





160 

Phe 

Thr 

Tyr 

Asn 

Asn 

Gly 

Glu 

Thr 

Lys 

Val 

lie 

Asp 

Thr 

Thr 

Thr 

Leu 





165 





170 





175 


Pro 

Val 

Tyr 

Pro 

Lys 

Lys 

lie 

Arg 

Pro 

Leu 

Glu 

Lys 

Gin 

Gly 

Pro 

Met 




180 





185 





190 



Glu 

Ser 

Arg 

Asn 

Leu 

Trp 

Arg 

Glu 

Val 

Thr 

Arg 

Tyr 

Leu 

Arg 

Leu 

Gly 



195 





200 





205 




Asp 

lie 

Asp 

Ala 

Ala 

Thr 

Glu 

Gin 

Lys 

Arg 

His 

Leu 

Glu 

Glu 

Lys 

Gin 


210 





215 





220 





Arg 

Val 

Glu 

Glu Arg 

Lys 

Arg 

Glu 

Asn 

Leu 

Arg 

Thr 

Pro 

Trp 

Lys 

Pro 

225 





230 





235 





240 

Lys 

Tyr 

Phe 

lie 

Gin 

Glu 

Gly 

Asp 

Gly Trp Val 

Tyr 

Phe 

Asn 

Pro 

Leu 





245 





250 





255 


Trp 

Lys 

Ala 

His 














260 

<210> 5991 
<211> 2440 
<212> DNA 

<213> Homo sapiens 
<400> 5991 

gccctgcacg aaaatcccga cataattatt gccacgcccg gacggttggt gcatgtggct 
60 

gtggaaatga gcctgaagct gcagagtgtg gaatacgtgg tgttcgatga agctgaccgg 
120 

ctttttgaaa tgggtttcgc agagcagctg caggagatca tcgcccgcct ccccgggggc 
180 
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caccagacgg 

240 

ggcctcacgg 

300 

aagacctcct 

360 

cacaacgtgg 

420 

gagtacctca 

480 

ctagacccga 

540 

ctcattgtga 

600 

aactacagct 

660 

gctggccgaa 

720 

gatctgcacc 

780 

aggtgtggcc 

840 

ggacagtggt 

900 

tgctgataac 

960 

caagagggcc 

1020 

ttttgaggag 

1080 

ccgggcgact 

1140 

cgccaagcgg 

1200 

caggagcagc 

1260 

cagcctgaga 

1320 

gtcgtgggcc 

1380 

gaggcccggc 

1440 

gagcggggcc 

1500 

gtcctggact 

1560 

tgggaccgta 

1620 

aagacagaga 

1680 

aaacagaaac 

1740 

ggcccagagc 

1800 


tgctgttctc 

agcccgtgct 

tcttcctcgt 

tgcggcccca 

ctgagctgct 

cagcccgcaa 

ctgacctggc 

tccccgccaa 

gtggcacagc 

tgttcctggg 

ggtgtggatg 

ctgcagagca 

gcccagcagc 

aaggagatgg 

gaggagctgc 

atctttgaga 

cagaaggacc 

aggagggccc. 

aggaggagga 

ggaagcggca 

a gcgggacca 

tgagcatcag 

tgatggggga 

agaagaagcg 

gcggccgcta 

agaaaattga 

gaagaggtgg 


cgccacgctg 

catccggctt 

gcgggaggac 

ggaccagacc 

gacgacccag 

gatcaatctc 

cgcccgaggc 

gggcaaactc 

ctactccttg 

ccgctccctc 

gcatgctggg 

ccctggaggc 

agtatgtgcg 

accttgtggg 

agcggcrtgag 

tcaacgcctc 

gcaagccatc 

agtgggccca 

ggaggaggcg 

gcggtcagga 

ggaattctac 

cggggaaggg 

tgaagcccag 

gtttgtggga 

catcagcagc 

tgatcgtgac 

gaagcgagac 


cccaaactgc 

gacgtggata 

accaaggctg 

gtggtgtttg 

ncggtgagct 

gccaaattca 

ctggacatcc 

ttcctgcacc 

gtggcccctg 

naccctcgcc 

tcgggtgcca 

atcgctggag 

ctcacgcccg 

gctgggcctg 

gctggtggac 

cagccgagac 

gcccgcttcc 

gccccgagcc 

ggagagagtg 

cccaacaggg 

atcccctacc 

ggagcctttg 

aacctgacga 

cagtcaggac 

tcctacaagc 

tcggacgaag 

cgtggccaag 


tggtggaatt 

.ccaagctcaa 

ccgtgctgct 

tggccacgaa 

gcgcccacat 

cgcttggcaa 

cgctgctgga 

gcgtgggccg 

atgaaatccc 

cgacccctca 

cagagtgtgg 

ctacggggcc 

gcgccctcgc 

caccccctct 

agcataaaga 

ctgtgcagcc 

agcagggaca 

gcccagcact 

tggaggacat 

gagccaagag 

ggcccaagga 

agcagcaggc 

ggggccggca 

aggaagacaa 

gagacctcta 

aaggggcatc 

caggtgcatc 


tgcccgggct 

cgagcagctg 

ccacctgctg 

gcaccacgcc 

ctatagtgcc 

gtgctccact 

caatgtcatc 

tgtggctcgg 

ctacctgctg 

aggagccctc 

tggacgagga 

tggcccgcgt 

ctgagtccat 

tcagctcgcg 

actaccgctc 

aggtgatgcg 

gcaggggcgg 

gcaggagaag 

tttctcagag 

gcggagggag 

ctttgacagc 

agctggcgct 

gcagctcaag 

gaagaagatt 

tcagaagtgg 

tgaccggcga 

ccggccccac 
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gccccaggca 

1860 

cccctgcagg 

ccgagtccgc 

ccggaactca 

agaccaagca 

gcagatcctg 

aagcagcggc 

1920 

gccgggccca 

gaagctgcac 

ttcctgcagc 

gtggtggcct 

caagcagctc 

tctgcccgca 

1980 

accgccgccg 

cgtccaggag 

ctgcagcagg 

gcgccttcgg 

ccggggtgcc 

cgctccaaga 

2040 

agggcaagat 

gcggaagagg 

atgtgaggac 

caggacccag 

ccccgtggct 

ccttgattgg 

2100 

ccttagggtg 

ggcatcagca 

gacgttcccg 

tgcaccactg 

tgtgcctggc 

cctgtgctgg 

2160 

gcactggggg 

cactccctgc 

aggagccatc 

atctgtgaaa 

aggagcactg 

tatggccaca 

2220 

gaagggcagc 

agctgcgtca 

gcctaagaca 

gagacatttg 

aacagggcct 

tgaagggtgt 

2280 

gcaggagttc 

gccagcaaag 

ccaggcaggc 

caagacttga 

gttggcaact 

cagctgctgc 

2340 

tgcttccatg 

tgttctgggt 

tcagaggtca 

tggctgcacc 

ggtcagagcc 

ctgagtgcct 

2400 

cagggtttgg 

caatggaatt 

tttaatgtaa 

taaatcttta 

ttgagcactg 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 




2440 

<210> 5992 

<211> 301 

<212> PRT 

<213 > Homo sapiens 

<4 00> 5992 


Ala 

Leu 

His 

Glu 

Asn 

Pro 

Asp 

lie 

lie 

lie 

Ala 

Thr 

Pro 

Gly 

Arg 

Leu 

1 




5 





10 





15 


Val 

His 

Val 

Ala 

Val 

Glu 

Met 

Ser 

Leu 

Lys 

Leu 

Gin 

Ser 

Val 

Glu 

Tyr 




20 





25 





30 



Val 

Val 

Phe 

Asp 

Glu 

Ala 

Asp 

Arg 

Leu 

Phe 

Glu 

Met 

Gly 

Phe 

Ala 

Glu 



35 





40 





45 




Gin 

Leu 

Gin 

Glu 

lie 

He 

Ala 

Arg 

Leu 

Pro 

Gly 

Gly 

His 

Gin 

Thr 

Val 


50 





55 





60 





Leu 

Phe 

Ser 

Ala 

Thr 

Leu 

Pro 

Lys 

Leu 

Leu 

Val 

Glu 

Phe 

Ala 

Arg 

Ala 

65 





70 





75 





80 

Gly 

Leu 

Thr 

Glu 

Pro 

Val 

Leu 

lie 

Arg 

Leu 

Asp 

Val 

Asp 

Thr 

Lys 

Leu 





85 





90 





95 


Asn 

Glu 

Gin 

Leu 

Lys 

Thr 

Ser 

Phe 

Phe 

Leu 

Val 

Arg 

Glu 

Asp 

Thr 

Lys 




100. 





105 





110 



Ala 

Ala 

Val 

Leu 

Leu 

His 

Leu 

Leu 

His 

Asn 

Val 

Val 

Arg 

Pro 

Gin 

Asp 



115 





120 





125 




Gin 

Thr 

Val 

Val 

Phe 

Val 

Ala 

Thr 

Lys 

His 

His 

Ala 

Glu 

Tyr 

Leu 

Thr 


130 





135 





140 





Glu 

Leu 

Leu 

Thr 

Thr 

Gin 

Xaa 

Val 

Ser 

Cys 

Ala 

His 

lie 

Tyr 

Ser 

Ala 

145 





150 





155 





160 

Leu 

Asp 

Pro 

Thr 

Ala 

Arg 

Lys 

lie 

Asn 

Leu 

Ala 

Lys 

Phe 

Thr 

Leu 

Gly 





165 





170 





175 


Lys 

Cys 

Ser 

Thr 

Leu 

lie 

Val 

Thr 

Asp 

Leu 

Ala 

Ala 

Arg 

Gly 

Leu 

Asp 




180 





185 





190 



lie 

Pro 

Leu 

Leu 

Asp 

Asn 

Val 

lie 

Asn 

Tyr 

Ser 

Phe 

Pro 

Ala 

Lys 

Gly 
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195 200 205 

Lys Leu Phe Leu His Arg Val Gly Arg Val Ala Arg Ala Gly Arg Ser 
210 215 220 

Gly Thr Ala Tyr Ser Leu Val Ala Pro Asp Glu lie Pro Tyr Leu Leu 

225 230 235 240 

Asp Leu His Leu Phe Leu Gly Arg Ser Leu Xaa Pro Arg Pro Thr Pro 

245 250 255 

Gin Gly Ala Leu Arg Cys Gly Arg Cys Gly Trp His Ala Gly Ser Gly 
260 265 270 

Ala Thr Glu Cys Gly Gly Arg Gly Gly Gin Trp Ser Ala Glu His Pro 
275 280 285 

Gly Gly lie Ala Gly Ala Thr Gly Pro Gly Pro Arg Cys 
290 295 300 

<210> 5993 

<211> 7858 

<212> DNA 

<213 > Homo sapiens 

<400> 5993 

nccatggagg gcaaagattt caactatgag tacgtacaga gagaagctct cagggttccc 
60 

ctgatatttc gagaaaagga tggactggga attaagatgc ctgaccctga tttcacagtc 
120 

cgagacgtca aactcctagt ggggagccgg cggcttgtgg acgtgatgga tgtgaacacc 
180 

cagaaaggca cggagatgag catgtcccag tttgtgcgtt actacgagac gcccgaggcc 
240 

cagcgggaca agctgtacaa cgtcatcagc ctagagttca gccacaccaa gctggagcac 
300 

ttggtcaagc gtccgactgt ggtagacctg gtggactggg tggacaacat gtggccccag 
360 

catctgaagg agaagcagac agaagccacg aacgccattg cagagatgaa gtacccgaaa 
420 

gtgaaaaagt actgtctgat gagcgtgaaa ggttgtttca ccgacttcca catcgacttt 
480 

ggaggcactt ccgtttggta ccatgttttc cggggtggga agattttttg gctgattcct 
540 

ccaacgctgc acaatttggc gctgtacgag gagtgggtgc tgtcaggcaa acagagtgac 
600 

atctttctgg gagaccgtgt ggaacgatgc caaagaattg agctgaagca gggctacaca 
660 

tttttcatcc cttccggttg gatccatgcc gtctacaccc ctgtagactc tttggtgttc 
720 

ggcggaaaca tcctgcacag ctttaacgtg cccatgcagc tgcggatcta cgagatcgag 
780 

gacaggacgc gggtgcagcc caaattccgt taccccttct actatgagat gtgctggtat 
840 

gtcctggaga gatacgtgta ctgtgtgacc cagcgctccc acctcactca ggaataccag 
900 

agggagtcga tgcttattga tgccccgagg aagcccagca tagacggctt ctcttcggat 
960 

tcctggctgg agatggagga ggaggcctgt gatcagcagc ctcaggagga ggaggagaag 
1020 
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gacgaggagg 

1080 

gcgagggcag 

ggacagggca 

cccaaaccgc 

ccaccgatgg 

ctccacttca 

cccaccagca 

1140 

cgccctctga 

ggaccaggag 

gccctcggga 

agaagcccaa 

agcacctgcc 

ctgcgattcc 

1200 

tcaaaaggac 

tttgtctaat 

gagtcggagg 

aaagtgtgaa 

gtccaccaca 

ttggccgtag 

1260 

actaccccaa 

gacccccacc 

ggctctcccg 

ccacggaggt 

ctctgccaaa 

tggacccatc 
1320 . 

tcactgagtt 

tgaactgaag 

ggcctgaaag 

ctctggtgga 

gaaactggaa 

tccctcccgg 

1380 

agaacaagaa 

gtgtgtcccc 

gagggcatcg 

aggaccccca 

ggcactcctg 

gagggtgtga 

1440 

agaacgtcct 

gaaggagcac 

gcagatgatg 

accctagtct 

ggccatcact 

ggggtccctg 

1500 

tggtgacttg 

gccaaagaag 

actccaaaga 

accgggctgt 

gggtcggccc 

aaggggaagc 

1560 

tgggcccggc 

ctccgcggtg 

aagttggccg 

ccaaccggac 

aacggcagga 

gctcggcggc 

1620 

gccggacgcg 

atgccgcaag 

tgcgaggcct 

gcctgcggac 

cgagtgcgga 

gagtgccact 

1680 

tctgcaagga 

catgaagaag 

ttcgggggcc 

ccgggcgcat 

gaagcagagc 

tgcatcatgc 

1740 

ggcagtgcat 

cgcgccagtg 

ctgccccaca 

ccgccgtgtg 

ccttgtgtgt 

ggcgaggcgg 

1800 

ggaaggaaga 

cacggtggaa 

gaggaggaag 

gcaagtttaa 

cctcatgctc 

atggagtgct 

1860 

ccatctgcaa 

tgaaatcatc 

caccctggat 

gccttaaggt 

gagtggccca 

gtggggacag 

1920 

gtggtgctga 

cgctctgggg 

caggtagggt 

tgctggagat 

gctggtgaga 

tggtgggatg 

1980 

caggtcgtgc 

agtgaattcc 

tggaggaccc 

ctgagtctgg 

gtgatcctgt 

gtgtcaaggg 

2040 

ataagcccgg 

ggcaaggagg 

gcctggagta 

cctcagagac 

ccagtgtcat 

caaaggaata 

2100 

aacacacccc 

cacctcccag 

gatgtcagaa 

ccagagaggg 

tttccagagc 

ctcagcggat 

2160 

ggcaaacaca 

ggctgcttgt 

ttgtagctgg 

gccagaggga 

gggcctccag 

gtggctccag 

2220 

gcttctggga 

gaacaaggcc 

ccacaccaca 

cttcttcccc 

cagcacccag 

tagagtcctc 

2280 

tgcagagtcc 

tttctgcatg 

ccaggcgcrtg 

agctggtggc 

tttacctggg 

tcataccccc 

2340 

ccagtgagat 

gggcacacta 

acttttatgg 

ccgagggcac 

cagcccacag 

agacggagtg 

2400 

tcttgcccag 

ggtcccagag 

aagcaaaggg 

gctcagcctc 

tgaaccctgg 

cctggatcca 

2460 

cagctgcccg 

tctctgccag 

cctctgcagc 

tgtgttttct 

tttggctgga 

aacgggatag 

2520 

atgtgacgtt 

ggggaggggg 

tgctgctgct 

tctggaagac 

gtggcgtcac 

agagccttgt 

2580 

gcccgtgggc 

catcttctcc 

gcccgtccct 

cttctgagtc 

ctggtgttcc 

ccgcagatta 

2640 

aggagtcaga 

gggtgtggtc 

aacgacgagc 

ttccaaactg 

ctgggagtgt 
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ccgaagtgta accacgccgg 
2700 

gcctccaacc tgcccggctc 
2760 

gggcaggaac ctgccaagcg 
2820 

gagcactcga agaaggtgcc 
2880 

ctgaggaaga agcggaaata 
2940 

tcgcttcaaa cgtcccccgg 
3000 

agcctcagcc cctggtggag 
3060 

cgcacgccct cctgaggccc 
3X20 

gctggtcctc caccccactg 
3180 

ctggctcgtg gttctggctt 
3240 

tgggatggaa gctgtgagtc 
3300 

cgggccgtgc tgtcaccagc 
3360 

cctgctgggc cggggattcc 
3420 

tgatttgaat gggcggctgc 
3480 

aacagttcaa ctgtactcct 
3540 

ccgtctgtcg gtcagacgtg 
3600 

tctggagact gtggactcgt 
3660 

ggggagcaag ctctgcgtcc 
3720 

gcttttcagg aaaaaggtac 
3780 

gagctgcacc gcagctccct 
3840 

gggcgcagcc ctgagcccca 
3900 

tggaagaacg ccgaggaccg 
3960 

gaacccgagg acgaactgcc 
4020 

tccagctccc ccaccgcggg 
4080 

aaggtgaaga tgcgccggaa 
4140 

aaggagctca accacgagat 
4200 

cccatcaagt cggagcctga 
4260 


caagaccggg aaacaaaagc 
cctgctcaag gagcagaaga 
gaggagtgag tgtgaggagg 
gccggacggc cttctgcgca 
tgagaagccc caggagctga 
ttcctcctct cacctctcgc 
atccagtctc acttacttcc 
cggggactgg cgagtcctgg 
ctgcctctcc tgaggcttcc 
ggggcctggg aagctgtctg 
cagggaacct ctgaggagcc 
cacaaggtgg cgccaggagt 
cacagggctg tgctccagaa 
acatctccag gtctgtgggg 
acttccagct tcttccttga 
gagatggcat ttgtggggaa 
ggtggggtgg ggtgtcgagg 
tttctttttc gtgacagctc 
catcttcccc tccctcctgt 
gggccacagt cccgtggcag 
gaggctgacg cgtctccgct 
catggcgctg gccaacaagc 
cgaggcgccc cccaagacca 
acccagcacc gaaggggccg 
gcggcggctt cccaacaagg 
ccagaggacg gagaacagcc 
gagcgagggc gaggagccca 


gtggccctgg ctttaagtac 
tgaaccggga caacaaggaa 
cgccccggcg caggtcggat 
gaaagtctga cgacgtgcac 
gtggacgcaa gcgggcctca 
cgaggccccc tctaggcagc 
agcagcaggt gctcccacga 
gctgtccccc accccacccc 
caggtctcgg ccccagatct 
tgcctagagc ctctgttggt 
tggtggeect gctccaccca 
ctctcccagc tctagccatt 
ctggctccca gagccgagga 
tgggaggtca gttgggtggg 
aagctgcagg cagggctcgc 
ggcctccctc cagcccctcc 
agaccaaatc ccacgagccc 
aaacctggca aagaagataa 
gccccaggcc tgagcggtta 
ggggg c ggg a ggccttgggc 
ctcgccctca gcggcggtcc 
ccctccggcg cttcaagcag 
gggagagcga tcactcccgc 
agggcccgga ggagaagaag 
agctgagcag ggagctgagc 
tggccaacga gaaccagcag 
agcggcccGC gggcatctgc 
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gagcgtcccc accgcttcag 
4320 

* ctggggccca gcctgcgcag 
4380 

ccgcccaagt gtatccagat 
4440 

cctgactcgc tacccctgga 
4500 

gccgtcttca gctacctcag 
4560 

tggaaccgct ggtgctgcga 
4620 

tctatcacac ccctgatgct 
4680 

agctggacca atatctccaa 
4740 

cgggacttgg tgctgtcagg 
4800 

tgtccgctgc tccggaccct 
4860 

cgggatctcc tgtccccgcc 
4920 

ctgtgggggt ggggtgagcg 
4980 

tgttccccaa aggacatagg 
5040 

cagaggggat ctgggaggag 
5100 

tccgcgtgcg tctctctgct 
5160 

tgctttctta ttgactcgct 
5220 

tgcccctcgt tggtttcaag 
5280 

tccaggatgg cacctccccc 
5340 

gccatgggga tcggagatgc 
5400 

gaatgtgggc atagtgtttc 
5460 

tttgatgtgg agtctgattt 
5520 

aactaaatga aatctgagtg 
5580 

atgaccaggc ctcctcggtc 
5640 

agatggacaa tcggagcaag 
5700 

tcacagatgc ctccctgcgg 
5760 

tcagttactg taaccacgtc 
5820 

ccacccgaga ctccttaacc 
5880 


caaggggctc aacggcaccc 
cccgccccgt gtcatctccc 
ggagcgccat gtgatccggc 
cgatggggca gcccacgtca 
ccaccaagac ctgtgtgtgt 
taagcggttg tggacccgca 
gagtggcatc atccggcgac 
gaagcagctg agctggctca 
ctgctcatgg atcgcggtct 
ggatgtccag tgggtggagg 
cacagacaac aggccaggtg 
agctagactg ttggatctgc 
gatgagtctc tgctgccatg 
gcaggggctc ctgtgcacac 
ttcctgttga ctcgctcatg 
catggggctc tgcgtgcatc 
cctccactgc catcgggatc 
tggactgggc tggactgcct 
tgcgcagcct ctgcactggt 
taggtctttt agtttttcaa 
ttcactgttg gaattatgat 
ttctgtctgg ctggtgggcc 
agattgacgg gttgccccct 
ctccggaaca tcgtggagct 
ctcatcatcc' gccacatgcc 
accgaccagt ctatcaacct 
gagatcaacc tgtctgactg 


cccgggagct gcggcaccag 
ggcccccacc ctccgtgtcc 
caccccccat cagccccccg 
tgcacaggga ggtgtggatg 
gcatgcgggt ctgcaggacc 
ttgacctgaa ccactgcaag 
agcccgtctc cctcgacctc 
tcaaccggct gcctgggctc 
cggccctttg cagctccagt 
gactaaagga tgcccaaatg 
agttgccagg ctgggggttt 
ttttaccctc agaccccagc 
ttctcagttt gcttcaggca 
gtgagactcg ctcctggggc 
gggctctgcg tgtgtctcac 
tcacttcttt tctgttgact 
agtgtggttg tgcaaaggct 
aggtccgtgc ttctcgccaa 
tggctgatga ctactgggtg 
gagaatctga aaatctaagt 
tttgggagga agcagtttat 
ttttagagtg tcatgtcagc 
ccttcctgcc ccaccaggtc 
gcgcctggca ggcctggaca 
cctgctctcc aagctccacc 
gctcactgct gttggcacca 
caataaggtc actgatcagt 
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gcctgtcctt cttcaaacgc tgtggaaaca tctgtcatat tgacctgagg tactgcaagc 
5940 

aagtcaccaa ggaaggctgt gagcagttca tagccgagat gtctgtgagt gtccagtttg 
6000 

ggcaagtaga agaaaaactc ctgcaaaaac tgagttagtc caaggataag tatgtaaata 
6060 

cggggcgggc tctgggaggg gagagacttt acaaaaatga gggcttttat tttccatttg 
6120 

gaacgtggga caacagacca caacgcaatt ccattttgca agtctttcca agggagaagc 
6180 

tgttcaacca cccgtttggg ggatgagtga gccgacactt tcctttggtc tttctgaatc 
6240tgctttctgg accatttcta aggcggcctt tacaagaaga cattcctgtc 6300 


ggagaggagg gtggacttcg 
6360 

ttagtggtag tggtgttttg 
6420 

cataaagtgg accacacacc 
6480 

ttttgttaca tcttacatta 
6540 

tgcaaggttt gaatgcatac 
6600 

tccttaaggt aggagagaat 
6660 

cccagatcta acaaagtagg 
6720 

agagtctgct ttgtacctca 
6780 

tcaaagtaag atactctgcc 
6840 

aatttcgact tcagcctttg 
6900 

catagatcta atttatacag 
6960 

ttttgctttt gcttctctcc 
7020 

ggctatttcc tagttgtaaa 
7080 

cctagacctt ccctgatgcg 
7140 

aaaaaacaga ccacaacgca 
7200 

ccacccgttt gggggatgag 
7260 

cactgctttc tggaccattt 
7320 

agggtggact tcggagaaat 
7380 

tagtggtgtt ttggacactt 
7440 

tggaccacac accacatctg 
7500 

acatcttaca ttatgcagaa 
7560 


gagaaattct catactgaag 
gacacttcat tccttgcaac 
acatctgctg ccgtcttgac 
tgcagaacta tttttgtaca 
cagtgttttt attgttttga 
ttaacgtgta cttcatcgac 
ctaagacctt ccacttaaaa 
agagttacat gagcatgttg 
aagtttcctc tgtagagaat 
cactcaggag gttctgctcc 
tgagtcaaga cgtagaataa 
tctgaagtgt gagttgagtt 
gttctgcatt tataagtgcc 
attttacctt tgttgaattt 
attccatttt gcaagtcttt 
tgagccgaca ctttcctttg 
ctaaggcggc ctttacaaga 
tctcatactg aagcatgagc 
cattccttgc aacaccgagg 
ctgccgtctt gacacttttt 
ctatttttgt acaaattgtt 


catgagctta ggagtttctg 
accgaggttt tgggtgttga 
actttttttt gtttggttgg 
aattgtttaa aagttattta 
gattgccaat tttcctgatt 
acaacccatc tacaaatgtg 
gcatgtttaa ctggaagttg 
tggataaatg taaattatag 
tcacttttct caaattttaa 
agcatgagct cttgtactta 
atgctcccac atagcctttc 
ctcatttagg tttgtaacat 
attgttgtaa ggtggtgttt 
gtataaacaa ttgtacaaaa 
ccaagggaga agctgttcaa 
gtctttctga atcgtaactg 
agacattcct gtcggagagg 
ttaggagttt ctgttagtgg 
ttttgggtgt tgacataaag 
tttgtttggt tggttttgtt 
taaaagttat ttatgcaagg 
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tttgaatgca taccagtgtt tttattgttt tgagattgcc aattttcctg atttccttaa 
7620 

ggtaggagag aatttaacgt gtacttcatc gacacaaccc atctacaaat gtgcccagat 
7680 

ctaacaaagt aggctaagac cttccactta aaagcatgtt taactggaag ttgagagtct 
7740 

gctttgtacc tcaagagtta catgagcatg ttgtggataa atgtaaatta tagtcaaagt 
7800 

aagatactct gccaagtttc ctctgtagag aattcacttt tctcaaattt taaaattt 
7858 

<210> 5994 
<211> 402 
<212> PRT 

<213 > Homo sapiens 


<400> 5994 


Met 

Ala 

Leu 

Ala 

1 

Asp 

Glu 

Leu 

Pro 

Arg 

Ser 

Ser 

20 

Ser 

Pro 

Glu 

35 

Glu 

Lys 

Asn 

50 

Lys 

Glu 

Leu 

65 

Gin 

Arg 

Thr 

Glu 

Ser 

Glu 

Pro 

Glu 

Cys 

Glu 

Arg 

100 

Pro 

Glu 

Leu 

115 

Arg 

His 

He 

130 

Ser 

Arg 

Pro 

145 

Glu 

Arg 

His 

Val 

Leu 

Pro 

Leu 

Asp 

Met 

Ala 

Val 

180 

Phe 

Arg 

Val 

195 

Cys 

Arg 

Thr 

210 

Arg 

lie 

Asp 

225 

Ser 

Gly 

lie 

lie 

Asn 

lie 

Ser 

Lys 

Leu 

Arg 

Asp 

260 

Leu 

Leu 

Cys 

275 

Ser 

Ser 


Asn 

5 

Lys 

Pro 

Leu 

Glu 

Ala 

Pro 

Pro 

Pro 

Thr 

Ala 

Gly 

40 

Lys 

Lys 

val 

55 

Lys 

Ser 

Arg 

70 

Glu 

Leu 

Asn 

85 

Ser 

Leu 

Ala 

Ser 

Glu 

Gly 

Glu 

His 

Arg 

Phe 

Ser 

120 

Gin 

Leu 

Gly 

135 

Pro 

Pro 

Pro 

150 

Ser 

Val 

lie 

165 

Arg 

Pro 

Pro 

Asp 

Gly 

Ala 

Ala 

Ser 

Tyr 

Leu 

Ser 

200 

Thr 

Trp 

Asn 

215 

Arg 

Leu 

Asn 

230 

His 

Cys 

Arg 

245 

Arg 

Gin 

Pro 

Lys 

Gin 

Leu 

Ser 

Val 

Leu 

Ser 

Gly 

280 

Ser 

Cys 

Pro 

Leu 


Arg 

Arg 

10 

Phe 

Lys 

Lys 

25 

Thr 

Arg 

Glu 

Pro 

Ser 

Thr 

Glu 

Met 

Arg 

Arg 

Lys 

60 

Ser 

Lys 

Glu 

75 

Leu 

Asn 

Glu 

90 

Asn 

Gin 

Glu 

105 

Pro 

Lys 

Arg 

Lys 

Gly 

Leu 

Asn 

Ser 

Leu 

Arg 

Ser 

140 

Ser 

Pro 

Pro 

155 

Lys 

Pro 

lie 

170 

Ser 

Pro 

His 

185 

Val 

Met 

His 

His 

Gin 

Asp 

Leu 

Trp 

Cys 

Cys 

Asp 

220 

Lys 

Ser 

lie 

235 

Thr 

Val 

Ser 

250 

Leu Asp 

Trp 

265 

Leu 

lie 

Asn 

Cys 

Ser 

Trp 

lie 

Leu 

Arg 

Thr 

Leu 


Gin 

Glu 

Pro 

15 

Glu 

Ser 

Asp 

30 

His 

Ser 

Gly 

45 

Ala 

Glu 

Gly 

Arg 

Arg 

Leu 

Pro 

Asn 

His 

Glu 

lie 

80 

Gin 

Pro 

lie 

95 

Lys 

Pro 

Pro 

110 

Gly 

lie 

Gly 

125 

Thr 

Pro 

Arg 

Pro 

Pro 

Arg 

Val 

Cys 

lie 

Gin 

Met 

160 

Pro 

Pro 

Asp 

175 

Ser 

Arg 

Glu 

190 

Val 

Trp 

Cys 

205 

Val 

Cys 

Met 

Lys 

Arg 

Leu 

Trp 

Pro 

Leu 

Met 

Leu 

240 

Leu 

Ser 

Trp 

255 

Thr 

Arg 

Leu 

270 

Pro 

Gly 

Ala 

285 

Val 

Ser 

Ala 

Asp 

Val 

Gin 

Trp 
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290 295 300 

val Glu Gly Leu Lys Asp Ala Gin Met Arg Asp Leu Leu Ser Pro Pro 

305 310 315 320 

Thr Asp Asn Arg Pro Gly Glu Leu Pro Gly Trp Gly Phe Leu Trp Gly 

325 330 335 

Trp Gly Glu Arg Ala Arg Leu Leu Asp Leu Leu Leu Pro Ser Asp Pro 
340 345 350 

Ser Cys Ser Pro Lys Asp lie Gly Met Ser Leu Cys Cys His Val Leu 
355 360 365 

Ser Leu Leu Gin Ala Gin Arg Gly Ser Gly Arg Arg Gin Gly Leu Leu 
370 375 380 

Cys Thr Arg Glu Thr Arg Ser Trp Gly Ser Ala Cys Val Ser Leu Leu 

385 390 395 400 

Ser Cys 


<210> 5995 

<2 11> 1528 

<212> DNA 

<213> Homo sapiens 

<400> 5995 

ntccggacga gtctaggcga gcaggtcatc gtccccccct cagaaatgga gaggtgtcct 
60 

ggtgcgcctt cagtctgtga cattcagttg aaccaggtgt cgcctgctga cttcactgtc 
120 

ctcagtgatg tgctgccaat gttcagcgtg gacttcagca agcaagtcag cagctcggca 
180 

gcgtgccata gcaggcagtt tgtacctttg gcgtctggcc aagcacaggt ggttctctcg 
240 

tggtgggaca ttgaaatgga ccctgagggc aagatcaagt gcaccatggc ccccttctgg 
300 

gcacactcag acccagagga gatgcagtgg cgggaccact ggnatgcagt gtgtgtactt 
360 

cctgccacaa gaggagcctg tggtgcaggg ctcagcgctc tatctggtag cccaccacga 
420 

tgactactgc gtatggtaca gcctgcagag gaccagccct gaaaagaatg agagagtccg 
480 

ccagatgcgc cccgtgtgtg actgccaggc tcacctgctc tggaaccggc ctcggtttgg 
540 

agagatcaat gaccaggaca gaactgatcg atacgtccag gctctgagga ccgtgctgaa 
600 

gccagacagc gtgtgcctgt gtgtcagcga tggcagcctg ctctccgtgc tggcccatca 
660 

cctgggggtg gagcaggtgt ttacagtcga gagttcagca gcttctcaca aactgttgag 
720 

aaaaatcttc aaggctaacc acttggaaga taaaattcac atcatagaga aacggccgga 
780 

attattaaca aatgaggacc tacagggcag aaaggtctct ctcctcctgg gcgagccgtt 
840 

cttcactacc agcctgctgc cgtggcgcaa cctctacttc tggtacgtgc ggaccgctgt 
900 

ggaccagcac ctggggccag gtgccatggt gatgccccag gcagcctcgc tgcacgctgt 
960 
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ggttgtggag ttcagggacc tgtggcggat ccggagcccc tgtggtgact gcgaaggctt 
1020 

cgacgtgcac atcatggacg acatgattaa gcgtgccctg gacttcaggg agagcaggga 
1080 

agctgagccc cacccgctgt gggagtaccc atgccgcagc ctctccgagc cctggcagat 
1140 

cctgaccttt gacttccagc agccggtgcc cctgcagccc ctgtgtgccg agggcaccgt 
1200 

ggagctcaga aggcccgggc agagccacgc agcggtgcta tggatggagt accacctgac 
1260 

cccggagtgc acgctcagca ctggcctcct ggagcctgca gaccccgagg ggggctgctg 
1320 

ctggaacccc cactgcaagc aggccgtcta cttcttcagc cctgccccag atcccagagc 
1380 

actgctgggt ggcccacgga ctgtcagcta tgcagtggag tttcaccccg acacaggcga 
1440 

catcatcatg gagttcaggc atgcagatac cccagactga ccactcttga gcaataaagt 
1500 

ggcctgaggg ctgggaaaaa aaaaaaaa 
1528 

<210> 5996 
<211> 140 
<212 > PRT 

<213> Homo sapiens 
<400> 5996 


Xaa 

Arg 

Thr 

Ser 

Leu 

Gly 

Glu 

Gin 

Val 

lie 

Val 

Pro 

Pro 

Ser 

Glu 

Met 

.1 




5 





10 





15 


Glu 

Arg 

Cys 

Pro 

Gly 

Ala 

Pro 

Ser 

Val 

Cys 

Asp 

lie 

Gin 

Leu 

Asn 

Gin 




20 





25 





30 



Val 

Ser 

Pro 

Ala 

Asp 

Phe 

Thr 

Val 

Leu 

Ser 

Asp Val 

Leu 

Pro 

Met 

Phe 



35 





40 





45 




Ser 

Val 

Asp 

Phe 

Ser 

Lys 

Gin 

Val 

Ser 

Ser 

Ser 

Ala 

Ala 

Cys 

His 

Ser 


50 





55 





60 





Arg 

Gin 

Phe 

Val 

Pro 

Leu 

Ala 

Ser Gly 

Gin 

Ala 

Gin 

Val 

Val 

Leu 

Ser 

65 





70 





75 





80 

Trp 

Trp 

Asp 

He 

Glu 

Met 

Asp 

Pro 

Glu 

Gly 

Lys 

lie 

Lys 

Cys 

Thr 

Met 





85 





90 





95 


Ala 

Pro 

Phe 

Trp 

Ala 

His 

Ser 

Asp 

Pro 

Glu 

Glu 

Met 

Gin 

Trp 

Arg 

ASp 




100 





105 





110 



His 

Trp 

Xaa 

Ala 

Val 

Cys 

Val 

Leu 

Pro 

Ala 

Thr Arg 

Gly 

Ala 

Cys 

Gly 



115 





120 





125 




Ala 

Gly 

Leu 

Ser 

Ala 

Leu 

Ser 

Gly Ser 

Pro 

Pro Arg 






130 





135 





140 






<210> 5997 

<211> 1759 

<212 > DNA 

<213 > Homo sapiens 

<4 00 > 5997 

tttttttttt tttttgtttt aacaaacatg tttattagaa aagtaaaaaa tattgcatag 
60 
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gtcttaatac ttgaacatca 
120 

cagttctaga tggaagaccc 
180 

tctcagcccc tcccctgcca 
240 

agctgccagg tgtaattttt 
300 

ttcctactct tacattcatg 
360 

ctccgatcag aaaaacaaga 
420 

gtaagataca caaaccacct 
480 

ggagcacgtg cctcttcctt 
540 

tctggatgtc acaccactgt 
600 

cacatccagc tggaagcctt 
660 

ggtatgtgtc cccaatgcac 
720 

tattccccca cctccacctt 
780 

tcagctcctg cctctagtct 
840 

gtcggccccc tcaggttgaa 
900 

gcttcttctt gatgactcgg 
960 

ggaagggaga gttggcggag 
1020 

ggcgcagcac gagggtcagc 
1080 

ccacgctgtg gcagctcttg 
1140 

cgcacggctc gctgtaggcc 
1200 

taggcatcag caggcgcgca 
1260 

gcagcagctg catcaggttg 
1320 

agtcgggcaa cgacacccca 
1380 

tgctgctgtc cagggactcg 
1440 

cctcccgggt cgccgacccc 
1500 

gcaaggacga gggcgaagag 
1560 

tggtgaggac agacgccagg 
1620 

gcagtagcgc ggtcagcgag 
1680 


agtgtattca tgaacagtga 
agatggcact cctcccgggg 
gctcaactct gcagtacacg 
caagtgtcaa agatcccaag 
cgtctgtaag atagctgcct 
tacaaaacaa acaacaaaca 
ccacgacctc cgacctcccc 
caccctgggc cgggctgggg 
taactgtcag taacaaaaat 
gttggcccct aagcctttgt 
agccacccgc acacaactca 
aggtggctgc ctcagttttc 
ccaccccaaa agttcagtcg 
gttcaacact cctcaatgag 
aagccagtgc tcagcgtcag 
ctaaacagcc cctggatctt 
tggaaggtgg gcaccaggct 
ccctgctcca cgcagacgtc 
aggcgcagta gttctttgcc 
gggcgtcgag agcccagccg 
gcacacaagt gttcatcctc 
tccaggtaag ccgtgtcttc 
cagtccgagc tctccaggct 
caggctgagc gcggcggccg 
gaggtggacg acgacgagaa 
gcgtttgctg atgaactcag 
aactgctaag acaagtgcgt 


gtatcttatc ttcatgtaaa 
aggggttcca gcccccaccc 
atgggggaag gcttaaacgc 
tgatccctga cacccacccc 
acaacaggtc agtagtgatg 
cacttggtcc cttcagacca 
cctccctccg gctgctctga 
cgggagcagc ccagctgctc 
aataaggtac atgctacaca 
ttcatgctac agtactgagg 
atgagcttcc tgggaaacac 
caaccactgg aatcagtccc 
tctctgtctt ggagggcact 
cagctgttcc gagctgtaca 
ggactggctg aagccaggga 
gggccagagt cgtgagtcca 
ggggtcgagt gccagctggc 
cagcagcgcc ccccgcaggc 
cacctggctt accaactggc 
cgcctgggcc aggctctcct 
agggtcactg agcagctcga 
ctccggcccg aagccactgt 
cgtggagcgg tcaaacccct 
atctggggtg ggagttcggg 
gcggtcccaa aggctaggca 
agtgccggag cgtagaagcc 
cctgccgctt gaatgggtgt 
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gcgaacccgt 

1740 

cccccccctt 

1759 

<210> 5998 
<211> 72 
<212> PRT 
<213> Homo 

<4 00> 5998 
Thr Ala Pro 
1 

Gly Ser Ala 

Pro Arg Cys 
35 

Pro Pro Ala 
50 

Cys Pro Pro 
65 

<210> 5999 
<211> 2759 
<212> DNA 
<213 > Homo 

<400> 5999 
ncggccggaa 
60 

cacccctagc 

120 

cgggaggccg 

180 

ctggacaagg 

240 

agattgaagg 

300 

cacaacgccc 

360 

tggaggcaga 

420 

cacagccagc 

480 

gtgagggaga 

540 

atggacctgg 

600 

aacacgcgtg 

660 

gagctggcta 

720 

cccaccttgc 

780 


gccaaccacc gagagccgcc cagacccgtc ccaggtccac gctcgcacct 
gccgaattc 

sapiens 

Gly Ser Trp 
5 

Gly Arg Trp 
20 

Gly Ser Ser 

Gly Arg Thr 

Gly Leu Pro 
70 

sapiens 

gtggcggcgg cggcgtcggc ggcggcgtag ccgtagaggt gcacagagaa 
atgaacagtg tgaggattcc accagctttt tcaccatgaa ggagacagac 
ttgcgacagc agtgcaaagg gttgctggga tgctccagcg cccggaccag 
tggagcagta tcgcaggaga gaagcgcgga agaaggcctc cgtggaggcc 
ccgccatcca gtcacagttg gacggggtgc gcacaggcct cagccagctc 
tgaatgacgt caaagacatc cagcagtcgc tggcagacgt cagcaaggac 
gcatcaacac cattgagagc ctcaaggacg tcaaagacgc cgtggtgcag 
tcgccgcagc cgtggagaac ctcaagaaca tcttctcagt gcctgagatt 
cccaggacct aattgaacaa ggggcactcc tgcaagccca ccggaagctg 
agtgctcccg ggacgggctg atgtacgagc agtaccgcat ggacagtggg 
acatgaccct catccatggc tactttggca gcacgcaggg gctctctgat 
agcagctgtg gatggtgctg cagaggtcac tggtcactgt ccgccgtgac 
tggtctcagt tgtcaggatc attgaaaggg aagagaaaat tgacaggcgc 


Ala Arg Val Val Ser Pro Gly Ala Ala Arg 
10 15 

Ala Pro Gly Trp Gly Arg Val Pro Ala Gly 
25 30 

Cys Pro Ala Pro Arg Arg Arg Pro Ala Ala 
40 45 

Ala Arg Cys Arg Pro Gly Ala Val Val Leu 
55 60 

Thr Gly 
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atacttgacc 

840 

gagaaaatgt 

900 

gataccagag 

960 

gtcctggatg 

1020 

gagatcttta 

1080 

ctcgcatcgg 

1140 

acctacacaa 

1200 

accctggagc 

1260 

acgctcactt 

1320 

tgggtcaaag 

1380 

gccattgtct 

1440 

ttgaaaacaa 

1500 

aaagatgaag 

1560 

tacgttcagt 

1620 

agtttaaaaa 

1680 

agcatggacg 

1740 

gtcttcctgg 

1800 

tcaaacgctg 

1860 

attaaaaagc 

1920 

tacctgcggg 

1980 

ggtgccgaga 

2040 

tccggtttcg 

2100 

atcaagctga 

2160 

ccagacatca 

2220 

gacatgaagc 

2280 

tacgtgcccc 

2340 

tagcctccgc 

2400 


ggaaaaagca 

tcaccatctt 

agtctgacaa 

acctcattgt 

agaacctcct 

aagacctgga 

gtactgagat 

cattgctttc 

caaacatcat 

agacagagcc 

tccagatgtt 

aggtactagt 

cgcagctgta 

acatgatcgc 

gaaagtattt 

ggattttaga 

acctggagca 

tagacattat 

cgtataagaa 

cggtcatgca 

agatggttag 

gggaagacgt 

cagacccttc 

gggatgacca 

agaccatcat 

tcttcaagga 

cggcctgccc 


aactggcttt 

ggagaggact 

gatgtggctt 

cgccaaaaac 

gaacatgtac 

agccaatgag 

gatgaggaac 

tccacacgtg 

cgcctggctg 

agaagccgac 

tgaacagaat 

tttatgtctt 

taaagaagag 

catcatcaac 

aaagaatgaa 

cgccatcgcg 

acatctgaat 

ctgtgtcacc 

gaggatgacg 

gaagcgcatt 

ggaggcagag 

ggacggatac 

tctgctctac 

catcggtgcg 

ggagaccctg 

cattgtggtg 

tgctcgcccc 


gttcctcctg 

gtgaccacca 

gtccgccacc 

ctgatggttc 

caccaagccc 

atcgtgagcc 

gtggagctgg 

gtctctgagc 

cggaaagcgc 

caggacgggt 

cttcaagttg 

cagcagatga 

cacctgagga 

aactgccaga 

gtggaagagg 

aaggagggct 

gaattgatga 

gtggaagact 

gccgaggcgc 

tccttccgga 

cagcggcgct 

tgcgacacca 

ctggaggtct 

ctgctggctg 

gagcagggcc 

cccagcctga 

tccacagcct 


ggaggcccaa 

gaattgaggg 

tggaaattat 

agtgctttcc 

tgagcacgcg 

tcttgacgtg 

ccccggaagt 

tgcttgacac 

tggagacaga 

actaccagac 

ctgctcagat 

attctttcct 

atcggcagca 

ccttcaagga 

gtgtgtctcc 

gcagcggttt 

cgaagaagtg 

atttcaacga 

accggcgcgt 

gcccggagga 

tcctgttccg 

tcgtggctgt 

ccactctggt 

tgcgtgggga 

cagcacaggc 

acgtggccaa 

cggtccctgc 


gaattggaag 

cacacaggca 

aaggaagtac 

tccccactat 

gatgcaggac 

ggtcttaaac 

ggatgtcggc 

gtacatgtcc 

caagaaagac 

cacactccct 

aagtgaagat 

aagcagatat 

ccctcactgc 

atccatagtc 

gagccagccc 

gctggaggag 

gctattaggg 

ttttgccaaa 

ggtggtggag 

gcgcaaggag 

gaagctggcg 

ggccgaagtg 

cagcaagtat 

cgccagccgt 

cagccccagc 

gctgctcaag 

ctttagaaac 
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tgattgctct 

gtgtgatgca 

ctgtgctgtc 

tttgttgcag 

ctccctgggc 

aagtttctcg 


ccttggccac 

ccgggtgtgc 

aaaggcctgt 

tggttgaaag 

cttcaccgca 

gcttcctcag 


acgtgctcct 

gtcgagtgag 

gggtgcaggg 

tgtgtggggc 

ccccatctgc 

agaaaaaaaa 


tttagctgca 

cgtcccgagg 

ctctgccgca 

acagaggacg 

ttaagtgctc 

aaaaaaaaaa 


cggcctgtct 

ccacgtgcgg 

cagcctctct 

tgcacctccc 

ggaaccccgt 

aaaaaaaaa 


gcgggacagc 
2460 

ttaggtgcca 
2520 

aggcccctca 
2500 

tgggtgcttg 
2640 

tgccctcctc 
2700 

cacctaatta 
2759 

<210> 6000 
<211> 757 
<212> PRT 
<213 > Homo sapiens 


<400> 6000 


His 

Glu 

Gin 

Cys 

Glu 

Asp 

Ser 

Thr 

1 




5 




Asp 

Arg Glu 

Ala 

Val 

Ala 

Thr 

Ala 




20 





Gin 

Arg 

Pro 

Asp 

Gin 

Leu Asp 

Lys 



35 





40 

Ala 

Arg 

Lys 

Lys 

Ala 

Ser 

Val 

Glu 


50 





55 


Ser 

Gin 

Leu 

Asp 

Gly 

Val 

Arg 

Thr 

65 





70 



Leu 

Asn Asp 

Val 

Lys 

Asp 

lie 

Gin 





85 




Asp 

Trp 

Arg 

Gin 

Ser 

lie 

Asn 

Thr 




100 





Asp 

Ala 

Val 

Val 

Gin 

His 

Ser 

Gin 



115 





120 

Lys 

Asn 

lie 

Phe 

Ser 

Val 

Pro 

Glu 


130 





135 


He 

Glu 

Gin 

Gly 

Ala 

Leu 

Leu 

Gin 

145 





150 



Glu 

Cys 

Ser 

Arg 

Asp Gly Leu 

Met 





165 




Gly 

Asn 

Thr 

Arg 

Asp Met 

Thr 

Leu 




180 





Gin 

Gly Leu 

Ser 

Asp 

Glu 

Leu 

Ala 



195 





200 

Arg 

Ser 

Leu 

Val 

Thr 

Val 

Arg 

Arg 


210 





215 


Val 

Arg 

lie 

lie 

Glu Arg 

Glu 

Glu 

225 





230 



Arg 

Lys 

Lys 

Gin 

Thr Gly 

Phe 

Val 





245 




Lys 

Glu 

Lys 

Met 

Phe 

Thr 

lie 

Leu 




260 





Glu 

Gly Thr 

Gin 

Ala 

Asp 

Thr 

Arg 


Ser 

Phe 

Phe 

Thr 

Met 

Lys 

Glu 

Thr 


10 





15 


Val 

Gin 

Arg 

Val 

Ala 

Gly 

Met 

Leu 

25 





30 



Val 

Glu 

Gin 

Tyr Arg 

Arg 

Arg 

Glu 





45 




Ala 

Arg 

Leu 

Lys 

Ala 

Ala 

lie 

Gin 




60 





Gly 

Leu 

Ser 

Gin 

Leu 

His 

Asn 

Ala 



75 





80 

Gin 

Ser 

Leu 

Ala 

Asp 

Val 

Ser 

Lys 


90 





95 


lie 

Glu 

Ser 

Leu 

Lys 

Asp 

Val 

Lys 

105 





110 



Leu 

Ala 

Ala 

Ala 

Val 

Glu 

Asn 

Leu 





125 




lie 

Val 

Arg 

Glu 

Thr 

Gin 

Asp 

Leu 




140 





Ala 

His 

Arg 

Lys 

Leu 

Met 

Asp 

Leu 



155 





160 

Tyr 

Glu 

Gin Tyr 

Arg 

Met 

Asp 

Ser 


170 





175 


lie 

His 

Gly Tyr 

Phe 

Gly 

Ser 

Thr 

185 





190 



Lys 

Gin 

Leu 

Trp 

Met 

Val 

Leu 

Gin 





205 




Asp 

Pro 

Thr 

Leu 

Leu 

Val 

Ser 

Val 




220 





Lys 

lie 

Asp Arg 

Arg 

lie 

Leu 

Asp 



235 





240 

Pro 

Pro 

Gly Arg 

Pro 

Lys 

Asn 

Trp 


250 





255 


Glu 

Arg 

Thr 

Val 

Thr 

Thr 

Arg 

lie 

265 





270 



Glu 

Ser 

Asp 

Lys 

Met 

Trp 

Leu 

Val 
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Arg 

His 

275 

Leu 

Glu 

Ala 

290 

Lys 

Asn 

Leu 

305 

Lys 

Asn 

Leu 

Leu 

Asp 

Leu 

Ala 

Ser 

Thr 

Trp 

Val 

340 

Leu 

Glu 

Leu 

355 

Ala 

Pro 

Pro 

370 

His 

Val 

Val 

385 

Ser 

Asn 

lie 

lie 

Asp 

Trp 

Val 

Lys 

Gin 

Thr 

Thr, 

420 

Leu 

Gin 

Val 

435 

Ala 

Ala 

Leu 

450 

Cys 

Leu 

Gin 

465 

Ala 

Gin 

Leu 

Tyr 

Cys 

Tyr 

Val 

Gin 

Lys 

Glu 

Ser 

500 

lie 

Glu 

Glu 

515 

Gly 

Val 

Ala 

530 

lie 

Ala 

Lys 

545 

Asp 

Leu 

Glu 

Gin 

Gly 

Ser 

Asn 

Ala 

Asn 

Asp 

Phe 

580 

Ala 

Glu 

Ala 

595 

His 

Arg 

Lys 

610 

Arg 

lie 

Ser 

625 

Lys 

Met 

Val 

Arg 

Ala 

Ser 

Gly 

Phe 

Ala 

Val 

Ala 

660 

Glu 

Glu 

Val 

675 

Ser 

Thr 

He 

690 

Gly 

Ala 

Leu 


lie 

lie 

Arg 

280 

Lys 

Met 

val 

295 

Gin 

Cys 

Asn 

310 

Met 

Tyr 

His 

325 

Glu 

Asp 

Leu 

Glu 

Asn 

Thr 

Tyr 

Thr 

Glu 

Val 

Asp 

360 

Val 

Ser 

Glu 

375 

Leu 

Leu 

Ala 

390 

Trp 

Leu 

Arg 

405 

Glu 

Thr 

Glu 

Pro 

Pro 

Ala 

lie 

Val 

Gin 

lie 

Ser 

440 

Glu 

Gin 

Met 

455 

Asn 

Ser 

Lys 

470 

Glu 

Glu 

His 

485 

Tyr 

Met 

lie 

Ala 

Val 

Ser 

Leu 

Lys 

Ser 

Pro 

Ser 

520 

Gin 

Glu 

Gly 

535 

Cys 

Ser 

His 

550 

Leu 

Asn 

Glu 

565 

Val 

Asp 

lie 

lie 

Lys 

lie 

Lys 

Lys 

Arg 

Val 

Val 

600 

Val 

Phe 

Arg 

615 

Ser 

Pro 

Glu 

630 

Ala 

Glu 

Gin 

645 

Gly 

Glu 

Asp 

Val 

Val 

lie 

Lys 

Leu 

Leu 

Val 

Ser 

680 

Lys 

Leu 

Ala 

695 

Val 

Arg 


Tyr 

Val 

Leu 

Asp 

300 

Phe 

Pro 

Pro 

315 

His 

Gin 

Ala 

330 

Leu 

Ser 

Ala 

345 

Asn 

Glu 

lie 

Ser 

Thr 

Glu 

Met 

Gly 

Thr 

Leu 

Glu 

380 

Asp 

Thr 

Tyr 

395 

Met 

Lys 

Ala 

410 

Leu 

Glu 

Glu 

425 

Ala 

Asp 

Gin 

Phe 

Gin 

Met 

Phe 

Asp 

Leu 

Lys 

Thr 

460 

Phe 

Leu 

Ser 

475 

Arg 

Leu 

Arg 

490 

Asn 

Arg 

lie 

505 

lie 

Asn 

Asn 

Arg 

Lys 

Tyr 

Leu 

Pro 

Ser 

Met 

Asp 

540 

Gly 

Leu 

Leu 

555 

Glu 

Leu 

Met 

570 

Thr 

Lys 

Cys 

585 

Val 

Thr 

Val 

Pro 

Tyr 

Lys 

Lys 

Glu 

Tyr 

Leu 

Arg 

620 

Glu 

Glu 

Arg 

635 

Lys 

Arg 

Arg 

650 

Phe 

Leu 

Asp 

665 

Gly 

Tyr 

Cys 

Thr 

Asp 

Pro 

Ser 

Tyr 

Pro 

Asp 

lie 

700 

Gly 

Asp 

Ala 

Ser 


285 

Asp 

Leu 

lie 

Val 

Tyr 

Glu 

lie 

Phe 

Thr 

Arg 

Met 

320 

Gin 

Val 

Ser 

335 

Leu 

Leu 

Met 

350 

Arg 

Asn 

Val 

365 

Pro 

Leu 

Leu 

Ser 

Ser 

Thr 

Leu 

Thr 

Thr 

Asp 

Lys 

400 

Lys 

Asp 

Gly 

415 

Tyr 

Tyr 

Glu 

430 

Gin 

Asn 

Leu 

445 

Lys 

Val 

Leu 

Val 

Tyr 

Lys 

Asp 

Glu 

Gin 

His 

Pro 

480 

His 

Cys 

Gin 

495 

Thr 

Phe 

Lys 

510 

Asn 

Glu 

Val 

525 

Gly 

lie 

Leu 

Asp 

Glu 

Val 

Phe 

Leu 

Lys 

Trp 

Leu 

560 

Leu 

Glu 

Asp 

575 

Tyr 

Phe 

Arg 

590 

Met 

Thr 

Ala 

605 

Ala 

Val 

Met 

Gin 

Glu 

Gly 

Ala 

Glu 

Phe 

Arg 

Lys 

640 

Leu 

Asp 

Thr 

655 

lie 

Val 

Leu 

670 

Leu 

Tyr 

Leu 

685 

Arg 

Asp 

Asp 

His 

Arg 

Asp 

Met 

Lys 
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705 7X0 715 720 

Gin Thr lie Met Glu Thr Leu Glu Gin Gly Pro Ala Gin Ala Ser Pro 
725 730 735 

Ser Tyr Val Pro Leu Phe Lys Asp lie Val Val Pro Ser Leu Asn Val 
740 745 750 

Ala Lys Leu Leu Lys 
755 

<210> 6001 
<211> 2490 
<212> DNA 

<213 > Homo sapiens 
<400> 6001 


nggcgcottt cagctgaaaa acagctcgcg 
60 

tctaaagaga ggctgtttac cagaacagca 
120 

gactgggagg cagagccgcc gccaaggggg 
180 

tgcaagacga aggaggcaag gatgctgttg 
240 

atgctcctag cagaagccta tggatctgga 
300 

cgggaggacc agacctcccc cgcgccgggc 
360 

agcgggctgg cctcggcccc cgtgtcgggg 
420 

gacgaggacc ccgcggggcc ctggtgctac 
480 

cggccttgcg aggacctgcg ctgtccagag 
540 

acagaaatcc aggaagcgtc tgaagggcca 
600 

gccaacgccc tgcccgctcg gagtgaggcg 
660 

cagcgggtgc ggatgaactc caaggagaaa 
720 

ggcattacca tgatggtgat catcattgcc 
780 

tacaagaggg ggaaggattt gaaagaacag 
840 

cagcgaatca ctctgccctt gtctgccttc 
900 

aagactgtcg tggtccacac cagccagact 
960 

cttatgggcc aggccgggac tcctggggcc 
1020 

agacactggt gcaggacagc ccaccctcct 
1080 

tggttaaaac cctaccactc ccccgctttt 
1140 

aggtggccct gtgggctgag ggtaaggctg 
1200 


ctgcagcaag ctagctggga agctcccagt 
taacaagggc aggtctgact gcaaggctgg 
cctcggttaa acactggtcg ttcaatcacc 
gcctgggtac aagcattcct cgtcagcaac 
ggctgtttct gggacaacgg ccacctgtac 
ctccgctgcc tcaactggct ggacgcgcag 
gccggcaatc acagttactg ccgaaacccg 
gtcagtggcg aggccggcgt ccctgagaaa 
accacctccc aggccctgcc agccttcacg 
ggtgcagatg aggtgcaggt gttcgctcct 
gcagctgtgc agccagtgat tgggatcagc 
aaggacctgg gaactctggg ctacgtgctg 
atcggagctg gcatcatctt gggctactcc 
catgatcaga aagtatgtga gagggagatg 
accaacccca cctgtgagat tgtggatgag 
ccagttgacc ctcaggaggg caccaccccc 
tgagcccccc cagtgggcag gagcccatgc 
acagctagga ggaactacca ctttgtgttc 
ttggcgaatc ctagtaagag tgacagaagc 
ggtagggtcc taacagtgct ccttgtccat 
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cccttggagc agattttgtc 
1260 

gctaagggct tccaaacatt 
1320 

tcccccaggc tcctctgtgc 
1380 

gcatacactg ttattcatgg 
1440 

atttagtttt taaaatattt 
1500 

gtttgtacag aagtcagaac 
1560 

gcttcagctt gctggcaatg 
1620 

ctcttcctgt ttcataagga 
1680 

agagaaggat ctgctccgcc 
1740 

ttctcttcag ggatggatag 
1800 

taacctatgg gaattatact 
1860 

actaagctca gaggcaaggt 
1920 

ttagcaggtg gtcctgcggg 
1980 

gtcacagccc ctaactcata 
2040 

ttggacacag gaccccagag 
2100 

gcatggcaag agcccagctt 
2160 

agctcagcag ggcctctaac 
2220 

atagagcttc ctttccagaa 
2280 * 

tttctatgga gccatctgct 
2340 

tgctggagaa gagaatatta 
2400 

tgttttatat acctcattct 
2460 

ttaattaaaa aaaaaaaaaa 
2490 

<210> 6002 
<211> 263 
<212 > PRT 
<213> Homo sapiens 


tgtggatgga gacagtggca 
gcctgcaccc ctggaactga 
tttactaaga tggcctcagt 
ttaaggtaaa gcaggtcaag 
gggatggaac tccctactga 
tttgggttgg gaatgagatc 
atgtgccttg acaaccgtgg 
aaggaagaat tgcactgagc 
tttggccaca ggagcagagg 
tgacctgtct tcattttgca 
gtggggcctt gtgagctgct 
aataaagcac ttcagggctt 
cgtccaggtc agcaccttcc 
aagcaatcaa agaaccatta 
aggaaaaagt gacttgccca 
cctgacggag cgcaacattt 
ctgtgatgtc acactcaaga 
cccttccact gcccaatgtg 
ttggggacct agacctcagg 
ctggtttcta cttttctata 
gacacctgca tatagtgtgg 
gactccaaaa 


gctcccacag tgatgctgct 
accagggata gacggggagc 
ctccactgtg ggcttgagtg 
ggatggcatt gaaaaaatat 
cctctgagaa ctggaaacga 
taggttgtgg ctgctggtat 
gccaggcctg ggcccaggga 
attccactta ggaagaggat 
cagacctggg atgccccagt 
caggtaagag agtagttagc 
tctaagaggc taacctggaa 
gctccccaag tgggcctgat 
tgtagggcac tggggctagg 
gaaagggctc attaagcctt 
aggtcgtaag caagctactg 
ctccactgca ctgtgctagc 
ggccttggca gctcctagcc 
gagacagggg ttagtggggc 
tggtctcttg gtgttagtga 
aaggcatttc tctatataca 
gaaattgctc tgcatttgac 


<4 00> 6002 

Met Leu Leu Ala Trp Val Gin Ala Phe Leu Val Ser Asn Met Leu Leu 
15 10 15 

Ala Glu Ala Tyr Gly Ser Gly Gly Cys Phe Trp Asp Asn Gly His Leu 
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20 


Tyr 

Arg 

Glu 

Asp 

Gin 

Thr 

Trp 

Leu 

35 

Asp 

Ala 

Gin 

Ser 

50 

Gly Asn 

His 

Ser 

Tyr 

Cys 

65 

Trp 

Cys 

Tyr 

Val 

Ser 

70 

Gly 

Glu Asp 

Leu 

Arg 

85 

Cys 

Pro 

Thr 

Thr 

Glu 

100 

lie 

Gin 

Glu 

Gin 

Val 

115 

Phe 

Ala 

Pro 

Ala 

Ala 

130 

Val 

Gin 

Pro 

Val 

lie 

145 

Lys 

Glu 

Lys 

Lys 

Asp 

150 

Leu 

Met 

Met 

Val 

lie 

165 

lie 

lie 

Ser 

Tyr 

Lys 

180 

Arg 

Gly 

Lys 

Cys 

Glu 

195 

Arg 

Glu 

Met 

Gin 

Asn 

210 

Pro 

Thr 

Cys 

Glu 

lie 

225 

Ser 

Gin 

Thr 

Pro 

Val. 

230 

Asp 

Gin 

Ala 

Gly 

Thr 

245 

Pro 

Gly 


260 

<210> 6003 
<211> 3107 
<212> DNA 
<213> Homo sapiens 

<400> 6003 

tttttttttt tttttttttc 
60 

ttgacttggt ttattaccgt 
120 

agcagcgtgg cccacgcttg. 
180 

ctctgtctgg cttctcacga 
240 

tccgtcatcg ctcacagagg 
300 

tggccagcaa tgggctgtcc 
360 

acgcagccag cgtgaaatcc 
420 

ctgctcacag agagggtgga 
480 


Ser 

Pro 

25 

Ala 

Pro 

Gly 

Gly 

40 

Leu 

Ala 

Ser 

Ala 

55 

Arg 

Asn 

Pro 

Asp 

Glu 

Glu 

Ala 

Gly 

Val 

75 

Pro 

Glu 

Thr 

Thr 

90 

Ser 

Gin 

Ala 

Ser 

105 

Glu 

Gly 

Pro 

Asn 

120 

Ala 

Leu 

Pro 

Ala 

135 

Gly 

lie 

Ser 

Gin 

Arg 

Gly 

Thr 

Leu 

Gly 

155 

Tyr 

Ala 

lie 

Gly 

170 

Ala 

\ 

Gly 

Asp 

Leu 

185 

Lys 

Glu 

Gin 

Arg 

200 

lie 

Thr 

Leu 

Pro 

215 

Val 

Asp 

Glu 

Lys 

Thr 

Pro 

Gin 

Glu 

Gly 

235 

Thr 

Ala 



250 



tttttttttt tttttttttt 
cactatagaa acaggcgacc 
gacaccccac tccccagaaa 
acagctgtct ggagagcttc 
catgggcccg aatttcagcc 
agcgaagggc ctcgcacaac 
tcaggttggt tctcttcaga 
aactggcgca ggtgtgggag 


30 

Leu Arg Cys Leu Asn 
45 

Pro Val Ser Gly Ala 
60 

Asp Pro Ala Gly Pro 
80 

Glu Lys Arg Pro Cys 
95 

Ala Leu Pro Ala Phe 
110 

Gly Ala Asp Glu Val 
125 

Arg Ser Glu Ala Ala 
140 

Val Arg Met Asn Ser 
160 

Val Leu Gly He Thr 
175 

lie lie Leu Gly Tyr 
190 

His Asp Gin Lys Val 
205 

Leu Ser Ala Phe Thr 
220 

Val Val Val His Thr 
240 

Thr Pro Leu Met Gly 
255 


ttttttttca ctatagaaaa 
tgcttcccta ggtggctccc 
tctggactga gaccccaggc 
acgtgctgga gagctgttgc 
ccc tctgcct ctccgtccag 
ctgtcaggga ctggtctggc 
tgtgggaggt gaccgcagcc 
cagcctccct tcggggtctc 
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ctcgaagtac ccagggctct 
540 

cgtggatcac aaccttgtcg 
600 

tcccgatttc caggtgcatg 
660 

tggcaaggaa gtcctggcgg 
720 

ggccaggatt gtgtcagggg 
780 

ggacggagca ctccggggcc 
840 

aatgcctggg gctacataag 
900 

ccttggcact gagatggaga 
960 

tgctcagcct tggtgtgcag 
1020 

tgtggggagc agggttgtgg 
1080 

agctcctccc agcttctcat 
1140 

gaatgagccc ctggtgcccc 
1200 

cagtgtgcaa gaggcatctc 
1260 

agaacagggt agggggcagg 
1320 

gcccgaggcc cgggcctgca 
1380 

gccacctgca gtgacacaca 
1440 

ggggctaagg ggagctcagg 
1500 

ccccctgcac acacaggcag 
1560 

aaactctgcg tggtgagcct 
1620 

tggtgggcgg tgtggccttg 
1680 

tgggagacgg tgccaaggcc 
1740 

cctgagggag ggactgagac 
1800 

cgtggggaaa ggggcagtgg 
1860 

agcccgcgtg gccctgggcc 
1920 

cctgcagagg ccccagcccc 
1980 

ccaaaggaag. ggggcccaag 
2040 

gacactggga ggggacagct 
2100 


ccccagcgct gcccgccccc 
ctcttctcgt ctcaactaga 
tcgaaaagcg tgcagtggcc 
gtatcagcct ctgcactgca 
aggtggagga gacgcgggga 
agagctgttc tgagacttgg 
gggcagcact tctcagacga 
cggcagtgcc ttttcaccct 
agatgggcag aggggaggca 
ccagggcccc cgctctgccc 
gtgagtctga gtcgtccaca 
gctgccacct gcagggtgct 
ctctcacgtg accgtgggct 
ggctgcacga aggagatcct 
accctggcca cctgccgacc 
cagcccatgg gtcctactca 
agaaacccaa agtccagcca 
gggggcctac tgtgtctcat 
ggccccagcc ggccctccat 
ggtttctggt ggggccacgg 
agctgtcccg aaggtggccc 
cacctcaatg ctgncagttc 
accccatgcg gtgcagggtg 
cagggctccg ggccgtggca 
cttgtcctct gcattccagc 
ctctctgaat aaaaggtgca 
ccacctcctc tccccggaca 


agccttctga acacctgcca 
agcaactgca gcatggccct 
ttgtgacgtg gccgggccct 
ccctgggtgg actgagtcgg 
cagccggttc acagcggcct 
tgcagattca aagattttaa 
gggcttctga aaggggcatt 
ctccgtgagg ccttgtgctg 
gagcctctgc cagacgggta 
tctcgggatt gcagagctgg 
gaagccactg aggccaccag 
ccgtgagctg ggcctgggct 
cagatctgcc aacactccgg 
acccctccag aggaggtggg 
agcagtgcag ttgtgagcac 
ggcctccgtg gcctgacttg 
gcagggcccc cccacagaca 
gcatcatcac accggagggc 
gaatggtgac cacacccagc 
gatgcacaga gctgggttct 
ctggcacaat gcccaccaga 
ctggggtcac gcagagtcca 
tggctttgcc angcagaggg 
gagactgcgg tgggaatggc 
cacctgccct gggcccagct 
catgaggacc aaggaggcct 
ccccaaaagg cggagacgtt 
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cacaagctgt cctgtcggcg gctgctgttt gtggaggag't aaagcatcct agcgagactg 
2160 

caggctcggt gtacatctga tttactgaat tttaaagtct gggatgttag tggggaagag 
2220 

gcgaggtgag cattgcgtga cgccgaggac taggcggggc ggggactgca cctggctagg 
2280 

cacccccacc ctgggcaact tgcccacgga ccccagggca gtgagtagtg acaggaggta 
2340 

gcccggggtg agacctctca cagcaagaag atggtgtggt tgctggggcc tccctggaga 
2400 

gtgtcgtccc tgcggcccct gggaagtgct ccctcacgac ggaaggtttc ctgtcagtgc 
2460 

ggtcccgggg cctgatagtg gcggtgggcg ggtggggtca cgtgtcctca aggtcctgaa 
2520 

tgcccagctc tgccccattc ctctgattcc cagtggctgc tagctggacc cagctggtgt 
2580 

cctgggcatg aaggcagggc caccgtcccc agcaggtgct gccctcctgg ccagctgagc 
2640 

atcctggcca ccatcagcgt ccaggtgccc ctactcgccc ttcctcttct tcagaagcct 
2700 

ttgcggacct gacctgggcc agcttcccgc gattcccctt ccgcttccta tcaacgtcca 
2760 

ggacccaagc tgcccgcccc aggccagccc ttgccacttg gggcccggtc ttcacacgtg 
2820 

ggagtctgac cggggctcct ccctgaacag tcctgggtct gacgctctca attatcaccc 
2880 

acggacccac acgacgcccg gctctgggcg gggatggggc cggggctgct gcggggtccc 
2940 

gccaggcgag gccccagcaa ccaccccatc ttcttgctgt gagaggtctc accccgggct 
3000 

acctcctgtc actactcagt gccgtggggt ccgtgggcaa gttgcccagg gtgggggtgc 
3060 

ctagccaggt gcagtccccg ccccgcctag tcctcggcgt cacgcgt 
3107 

<2 10> 6004 
<211> 140 
<212> PRT 

<213 > Homo sapiens 
<400> 6004 

Met Val Thr Thr Pro Ser Trp Trp Ala Val Trp Pro Trp Val Ser Gly 
1 5 10 15 

Gly Ala Thr Gly Cys Thr Glu Leu Gly Ser Trp Glu Thr Val Pro Arg 
20 25 30 

Pro Ala Val Pro Lys Val Ala Pro Gly Thr Met Pro Thr Arg Pro Glu 
35 40 45 

Gly Gly Thr Glu Thr Thr Ser Met Leu Xaa Val Pro Gly Val Thr Gin 
50 55 60 

Ser Pro Arg Gly Glu Arg Gly Ser Gly Pro His Ala Val Gin Gly Val 

65 70 75 80 

Ala Leu Pro Xaa Arg Gly Ser Pro Arg Gly Pro Gly Pro Arg Ala Pro 

85 90 95 

Gly Arg Gly Arg Asp Cys Gly Gly Asn Gly Pro Ala Glu Ala Pro Ala 
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Pro 

Leu 

Ser 

100 

Ser 

Ala 

Phe 

Gin 

Pro 

105 

Pro 

Ala 

Leu 

Gly 

Pro 

110 

Ala Pro Lys 

Glu 

Gly 

130 

115 

Gly 

Pro 

Ser 

Ser 

Leu 

135 

120 

Asn 

Lys 

Arg 

Cys 

Thr 

140 

125 



<210 > 6005 
<211> 1735 
<212 > DNA 

<213> Homo sapiens 


<400> 6005 


gagcttggat tgcccggtgc 
60 

ggagacccag gagagcctgg 
120 

tccggcctcc cgggcgctga 
180 

acaggagagc ctggctcagc 
240 

ggcccgatgg gcctccaggg 
300 

aagggtgcgt cgggtgagag 
360 

cttattgggc tgccaggaac 
420 

ggtttccctg gaccccgagg 
480 

cgaggggtcc ccggccggaa 
540 

ctggaccagc cgtgtcccgt 
600 

tgacccacag gcccagctca 
660 

aaacaaaaca gtaatatatt 
720 

attcaagagt atgcccaccc 
780 

acaggccaga ccagggagat 
840 

aaggagatga aggtagaagc 
900 

ttcagtcacc tgatcagcag 
960 

cccgcaaaac tctggagtcc 
1020 

gcggctgctg ttgctcctgg 
1080 

gcagttggac aagacttggc 
1140 

ggagcagtga gtggaaatcc 
1200 

gaggccagcc tgccatgaga 
1260 


cccaggaatc gatggagaga 
gccagcagga ctcaaagggg 
cggcctcaag ggggagaagg 
tcatagtgag ccagggcccc 
aatccagggt cccaagggct 
aggctccagc ggcctgcctg 
caaaggagag aagggcagac 
agagaaaggt gatcggagcg 
aggagtgaag ggccagaagg 
gggccccgac gggctgcctg 
cacctgtaca gatccgtgtg 
gatctttttt catggaatgc 
agccccaaag ccaccggcat 
gtgtacctga ggggcaccct 
acctggctcg ggcaaggcta 
agagactctc agctgtggta 
ctgggacaca ccctatccaa 
cctcatcagc ctccaaactc 
ccccggacaa gactcgccca 
cccacgaggg tctagctcta 
gcacatgtcc tctggccagg 


agggccccaa aggacagaaa 
aagcaggcga gatgggcttg 
gggagtcggc atctcagcct 
ctggcccccc tggcccccca 
tggatggagc aaagggagag 
ggccagttgg cccaccgggc 
ccggggagcc aggactagat 
agcgtggaga gaagggagaa 
gcgagccggg accaccaggc 
tgcctggctg ctggcataag 
gacattttta atttttgtaa 
gctacctgtg gccttttaac 
gtgaagctgc cggaaagtgg 
tgggcctggg ctttcccagg 
gaaagatgct acgttgggcc 
ctgccctgta agaacctgcc 
gaagacccag gggtggaaca 
aaccacaacc agctgcctct 
gcacttgcgg ctgggcccgg 
ccacattcag gaggcctcag 
agtagtggct gagctctgtg 
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atcgctgtga tgtggaccca gctccaggga gcagagtgtc ggggatggag gggcccagcc 
1320 

tggactgact gctacttcct gtctctgttt ccattatcac ccagagaggg acaagatagg 
1380 

acatggcctg gaccagggag gcaggcctcc cactcagagt ctgggtctca ctggccccaa 
1440 

gtctcccacc cagaactctg gccaaaaatg gctctctagg tgggctgtgc aggcaaagca 
1500 

aagctcaggg ctggttccca gctggcctga gcagggggcc tgccaccaga cccacccacg 
1560 

ctctgacgag aggcttttcc acctccagca agtgttccca gcaaccagct ccatcctggc 
1620 

tgcttgcctt ccatttccgt gtagatggag atcactgtgt gtaataaacc acaagtgcgt 
1680 

gaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaag 
1735 

<210> 6006 

< 211 > 200 

<212 > PRT 

<213 > Homo sapiens 


<400> 6006 


Glu Leu 

Gly 

Leu 

Pro 

Gly 

Ala 

Pro 

Gly lie 

Asp 

Gly 

Glu 

Lys 

Gly 

Pro 

1 



5 





10 





15 


Lys Gly 

Gin 

Lys 

Gly 

Asp 

Pro 

Gly 

Glu 

Pro 

Gly 

Pro 

Ala 

Gly 

Leu 

Lys 



20 





25 





30 



Gly Glu 

Ala 

Gly 

Glu 

Met 

Gly 

Leu 

Ser Gly 

Leu 

Pro 

Gly 

Ala 

Asp 

Gly 


35 





40 





45 




Leu Lys 

Gly 

Glu 

Lys 

Gly 

Glu 

Ser 

Ala 

Ser 

Gin 

Pro 

Thr 

Gly 

Glu 

Pro 

50 





55 





60 





Gly Ser 

Ala 

His 

Ser 

Glu 

Pro 

Gly 

Pro 

Pro 

Gly 

Pro 

Pro 

Gly 

Pro 

Pro 

65 




70 





75 





80 

Gly Pro 

Met 

Gly 

Leu 

Gin 

Gly 

He 

Gin Gly 

Pro 

Lys 

Gly 

Leu 

Asp 

Gly 




85 





90 





95 


Ala Lys 

Gly 

Glu 

Lys 

Gly 

Ala 

Ser 

Gly Glu 

Arg 

Gly 

Ser 

Ser 

Gly 

Leu 



100 





105 





110 



Pro Gly 

Pro 

Val 

Gly 

Pro 

Pro 

Gly 

Leu 

lie 

Gly 

Leu 

Pro 

Gly 

Thr 

Lys 


115 





12 0 





125 




Gly Glu 

Lys 

Gly 

Arg 

Pro 

Gly 

Glu 

Pro 

Gly 

Leu 

Asp 

Gly 

Phe 

Pro 

Gly 

130 





135 





140 





Pro Arg 

Gly 

Glu 

Lys 

Gly 

Asp 

Arg 

Ser 

Glu 

Arg 

Gly 

Glu 

Lys 

Gly 

Glu 

145 




150 





155 





160 

Arg Gly 

Val 

Pro 

Gly 

Arg 

Lys 

Gly 

Val 

Lys 

Gly 

Gin 

Lys 

Gly 

Glu 

Pro 




165 





170 





175 


Gly Pro 

Pro 

Gly 

Leu 

Asp 

Gin 

Pro 

Cys 

Pro 

Val 

Gly 

Pro 

Asp 

Gly 

Leu 



180 





185 





190 



Pro Val 

Pro 

Gly 

Cys 

Trp 

His 

Lys 










195 





200 










<2l0> 6007 

<211> 693 

<212> DNA 

<213> Homo sapiens 
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<4 00> 6007 

cagcccctta agccatctcc ctccagtgac aacctctatt cagccttcac cagtgatggt 
60 

gccatttcag taccaagcct ttctgctcca ggtcaaggga agatggtgaa aaaagtctgt 
120 

ccttgcaacc agctctgtag aaccagcagc acaaacactg ttggggcaac agtgaacagc 
180 

caagccgccc aagctcagcc tcctgccatg acgtccagca ggaagggcac attcacagat 
240 

gacttgcaca agttggtaga caattgggcc cgagatgcca tgaatctctc aggcaggaga 
300 

ggaagcaaag ggcacatgaa ttatgagggc cctggaatgg caaggaagtt ctctgcacct 
360 

gggcaactgt gcatctccat gacctcgaac ctgggtggct ctgcccccat ctctgcagca 
420 

tcagctacct ctctaggtca cttcaccaag tctatgtgcc ccccacagca gtatggcttt 
480 

ccagctaccc catttggcgc tcaatggagt gggacgggtg gcccagcacc acagccactt 
540 

ggccagttcc aacctgtggg aactgcctcc ttgcagaatt tcaacatcag caatttgcag 
600 

aaatccatca gcaacccccc aggctccaac ctgcggacca cttagaccta gagacattaa 
660 

ctgaatagat ctgggggcag gagatggaat get 
693 

<210> 6008 
<211> 214 
<212> PRT 

<2l3> Homo sapiens 
<400> 6008 

Gin Pro Leu Lys Pro Ser Pro Ser Ser Asp Asn Leu Tyr Ser Ala Phe 
15 10 15 

Thr Ser Asp Gly Ala lie Ser Val Pro Ser Leu Ser Ala Pro Gly Gin 
20 25 30 

Gly Lys Met Val Lys Lys Val Cys Pro Cys Asn Gin Leu Cys Arg Thr 
35 40 45 

Ser Ser Thr Asn Thr Val Gly Ala Thr Val Asn Ser Gin Ala Ala Gin 
50 55 60 

Ala Gin Pro Pro Ala Met Thr Ser Ser Arg Lys Gly Thr Phe Thr Asp 

65 70 75 80 

Asp Leu His Lys Leu Val Asp Asn Trp Ala Arg Asp Ala Met Asn Leu 

85 90 95 

Ser Gly Arg Arg Gly Ser Lys Gly His Met Asn Tyr Glu Gly Pro Gly 
100 105 110 

Met Ala Arg Lys Phe Ser Ala Pro Gly Gin Leu Cys lie Ser Met Thr 
115 ' 120 125 

Ser Asn Leu Gly Gly Ser Ala Pro lie Ser Ala Ala Ser Ala Thr Ser 
130 135 140 

Leu Gly His Phe Thr Lys Ser Met Cys Pro Pro Gin Gin Tyr Gly Phe 

145 150 155 160 

Pro Ala Thr Pro Phe Gly Ala Gin Trp Ser Gly Thr Gly Gly Pro Ala 
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165 170 175 

Pro Gin Pro Leu Gly Gin Phe Gin Pro Val Gly Thr Ala Ser Leu Gin 
180 185 190 

Asn Phe Asn lie Ser Asn Leu Gin Lys Ser He Ser Asn Pro Pro Gly 
195 200 205 

Ser Asn Leu Arg Thr Thr 
210 


<210> 6009 
<211> 1570 
<212> DNA 
<213> Homo 

<400> 6009 

sapiens 





nnctgcacca 
6 0 

tggcggcccg 

gcttgtcagc 

cgatgcgggg 

ctgtgcgtgc 

agctccccac 

agcggcccgc 

120 

tggctgtcct 

ggcgcaggtg gtccggcgct 

caacagacac 

cgtgtatgac 

gtggtggtgt 

180 

cgggtggagg 

cctggtgggc 

gctgccatgg 

cctgtgcctt 

gggatatgat 

attcactttc 

240 

atgacaagaa 

aatcctgttg 

ctcgaagcag 

gtccaaagaa 

agtactggag 

aaattgtcag 

300 

aaacttacag 

caacagggtc 

agctccattt 

cccctggctc 

tgcaacgctt 

ctcagtagtt 

360 

ttggtgcctg 

ggaccatatc 

tgcaacatga 

gatacagagc 

ctttcggcga 

atgcaggtgt 

420 

gggacgcctg 

ctcagaggcc 

ctgataatgt 

ttgataagga 

taatttagat 

gacatgggct 

480 

atatcgtgga 

gaatgatgtc 

atcatgcatg 

ctctcactaa 

gcagttggag 

gctgtgtctg 

540 

accgagtgac 

ggttctctac 

aggagcaaag 

ccattcgcta 

tacctggcct 

tgtccatttc 

600 

ctatggccga 

ctccagccct 

tgggttcata 

ttaccctagg 

tgatggcagc 

accttccaga 

660 

ccaaattgtt 

gataggtgca 

gatggtcaca 

actccggagt 

acggcaggct 

gttggaatcc 

720 

agaatgtgag 

ctggaactat 

gaccagtctg 

ctgttgtggc 

tactctgcat 

ttatcagagg 

780 

ccacagaaaa 

caacgtagcc 

tggcagagat 

ttcttccctc 

tgggcctatt 

gctctgctcc 

840 

cgctctcaga 

caccttgagt 

tccttggttt 

ggtccacgtc 

ccatgaacat 

gcagcagagc 

900 

tagttagcat 

ggatgaggaa 

aaatttgtgg 

atgccgttaa 

ctctgccttt 

tggagtgatg 

960 

ctgaccacac 

ggacttcatc gacacagctg gtgccatgct 

gcagtatcct 

gtcagccttc 

1020 

tgaagcccac 

taaggtctcg gctcgccagc 

tgcccccaag 

cgtaccatgg 

gtggatgcca 

1080 

aaagccgagt 

tctgtttcct 

cttgggttgg gacatgctgc 

tgagtacgtc 

aggcctcggg 

1140 

tggcgctcat 

tggggatgca 

gcccacagag 

tccatccgct 

tgcaggacag 

ggtgtcaaca 

1200 

tgggctttgg 

ggatatctcc 

agcttggccc 

atcacctcag 

tacggcagcc 
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ttcaatggga 

1260 

cgtcacaaca 

1320 

gcctccccgc 

1380 

ctcaaagaac 

1440 

acgttgatga 

1500 

taatttaata 


aggacttagg ttccgtgagc cacctcacag gttatgaaac agaaagacag 
ctgctcttct ggctgctaca gacttactaa aaaggctcta ttctaccagt 
ttgtgttgct caggacgtgg ggcttgcagg ccacaaatgc agtgtctcca 
agattatggc ctttgcaagc aaatgagtac tcctctccta aagaaagatt 
aaaagaacat cctgcccagg acccatcata catattttca agatcttatt 
aacttacttt acattaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 


1560 


aaaaaaaaaa 

1570 

<210> 6010 
<211> 468 
<212 > PRT 
<213> Homo sapiens 


<400> 6010 


Met Ala 

Ala 

Arg 

Leu 

Val 

Ser 

Arg 

Cys 

Gly 

Ala 

Val 

Arg 

Ala 

Ala 

Pro 

1 



5 





10 





15 


His Ser 

Gly 

Pro 

Leu 

Ala 

Val 

Leu 

Ala 

Gin 

Val 

Val 

Arg 

Arg 

Ser 

Thr 



20 





25 





30 



Asp Thr 

Val 

Tyr 

Asp 

Val 

Val 

Val 

Ser 

Gly 

Gly 

Gly 

Leu 

Val 

Gly 

Ala 


35 





40 





45 




Ala Met 

Ala 

Cys 

Ala 

Leu 

Gly 

Tyr 

Asp 

lie 

His 

Phe 

His 

Asp 

Lys 

Lys 

50 





55 





60 





lie Leu 

Leu 

Leu 

Glu 

Ala 

Gly 

Pro 

Lys 

Lys 

Val 

Leu 

Glu 

Lys 

Leu 

Ser 

65 




70 





75 





80 

Glu Thr 

Tyr 

Ser 

Asn 

Arg 

Val 

Ser 

Ser 

lie 

Ser 

Pro 

Gly 

Ser 

Ala 

Thr 




85 





90 





95 


Leu Leu 

Ser 

Ser 

Phe 

Gly 

Ala 

Trp 

Asp 

His 

lie 

Cys 

Asn 

Met 

Arg 

Tyr 



100 





105 





110 



Arg Ala 

Phe 

Arg 

Arg 

Met 

Gin 

Val 

Trp 

Asp 

Ala 

Cys 

Ser 

Glu 

Ala 

Leu 


115 





120 





125 




lie Met 

Phe 

Asp 

Lys 

Asp 

Asn 

Leu 

Asp 

Asp 

Met 

Gly 

Tyr 

lie 

Val 

Glu 

130 





135 





140 





Asn Asp 

Val 

lie 

Met 

His 

Ala 

Leu 

Thr 

Lys 

Gin 

Leu 

Glu 

Ala 

Val 

Ser 

145 




150 





155 





160 

Asp Arg 

Val 

Thr 

Val 

Leu 

Tyr 

Arg 

Ser 

Lys 

Ala 

lie 

Arg 

Tyr 

Thr 

Trp 




165 





170 





175 


Pro Cys 

Pro 

Phe 

Pro 

Met 

Ala 

Asp 

Ser 

Ser 

Pro 

Trp 

Val 

His 

lie 

Thr 



180 





185 





190 



Leu Gly 

Asp 

Gly 

Ser 

Thr 

Phe 

Gin 

Thr 

Lys 

Leu 

Leu 

lie 

Gly 

Ala 

Asp 


195 





200 





205 




Gly His 

Asn 

Ser 

Gly 

Val 

Arg 

Gin 

Ala 

Val 

Gly 

lie 

Gin 

Asn 

Val 

Ser 

210 





215 





220 





Trp Asn 

Tyr 

Asp 

Gin 

Ser 

Ala 

Val 

Val 

Ala 

Thr 

Leu 

His 

Leu 

Ser 

Glu 

225 




230 





235 





240 

Ala Thr 

Glu 

Asn 

Asn 

Val 

Ala 

Trp 

Gin 

Arg 

Phe 

Leu 

Pro 

Ser 

Gly 

Pro 




245 





250 





255 


He Ala 

Leu 

Leu 

Pro 

Leu 

Ser 

Asp 

Thr 

Leu 

Ser 

Ser 

Leu 

Val 

Trp 

Ser 
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260 





265 





270 



Thr 

Ser 

His 

Glu 

His 

Ala 

Ala 

Glu 

Leu 

Val 

Ser 

Met 

Asp 

Glu 

Glu 

Lys 



275 





280 





285 




Phe 

Val 

Asp 

Ala 

Val 

Asn 

Ser 

Ala 

Phe 

Trp 

Ser 

Asp 

Ala 

Asp 

His 

Thr 


290 





295 





300 





Asp 

Phe 

lie 

Asp 

Thr 

Ala 

Gly 

Ala 

Met 

Leu 

Gin 

Tyr 

Pro 

Val 

Ser 

Leu 

305 





310 





315 





320 

Leu Lys 

Pro 

Thr 

Lys 

Val 

Ser 

Ala 

Arg 

Gin 

Leu 

Pro 

Pro 

Ser 

Val 

Pro 





325 





330 





335 


Trp Val 

Asp 

Ala 

Lys 

Ser 

Arg 

Val 

Leu 

Phe 

Pro 

Leu 

Gly 

Leu 

Gly 

His 




340 





345 





350 



Ala 

Ala 

Glu 

Tyr 

Val 

Arg 

Pro 

Arg 

Val 

Ala 

Leu 

lie 

Gly 

Asp 

Ala 

Ala 



355 





360 





365 




His Arg 

Val 

His 

Pro 

Leu 

Ala 

Gly 

Gin Gly 

Val 

Asn 

Met 

Gly 

Phe 

Gly 


370 





375 





380 





Asp 

He 

Ser 

Ser 

Leu 

Ala 

His 

His 

Leu 

Ser 

Thr 

Ala 

Ala 

Phe 

Asn 

Gly 

385 





390 





395 





400 

Lys 

Asp 

Leu 

Gly 

Ser 

Val 

Ser 

His 

Leu 

Thr 

Gly 

Tyr 

Glu 

Thr 

Glu 

Arg 





405 





410 





415 


Gin 

Arg 

His 

Asn 

Thr 

Ala 

Leu 

Leu 

Ala 

Ala 

Thr 

Asp 

Leu 

Leu 

Lys 

Arg 




420 





425 





430 



Leu 

Tyr 

Ser 

Thr 

Ser 

Ala 

Ser 

Pro 

Leu 

Val 

Leu 

Leu 

Arg 

Thr 

Trp 

Gly 



435 





440 





445 




Leu 

Gin 

Ala 

Thr 

Asn 

Ala 

Val 

Ser 

Pro 

Leu 

Lys 

Glu 

Gin 

lie 

Met 

Ala 


450 





455 





460 





Phe 

Ala 

Ser 

Lys 














465 

<210> 6011 
<211> 1331 
<212> DNA 

<213 > Homo sapiens 
<4 00> 6011 

ngcaggcccg cctaagccaa gggcaaccta ggcatgcagc ttggttttgc tgacttcatg 
60 

ggtgtgttca gcaaaggggt tcgggaagtg gagcgggttc tacagctgcc caaggaaccg 
120 

ggtgattctg cacagttcac caaagccatt gccatcatct tcccctttct gtatctgctg 
180 

gagaaggtgg agtgcacccc cagccaggag cacctgaagc accagaccgt ctaccgcctg 
240 

ctcaagtgcg cgcccagggg caagaacggc ttcacccctc tgcacatggc tgtggacaag 
300 

gacaccacaa acgtgggccg ctatcccgtg ggcagattcc cctccctgca cgtggtcaaa 
360 

gtgctgctcg actgcggggc cgacccggac agcagggatt ttgacaacaa caccccgcta 
420 

cacatagcag cccagaacaa ctgcccggcc atcatgaatg ccctgatcga agcaggggcc 
480 

cacatggacg ccaccaatgc cttcaagaag acggcctacg agctgctgga cgagaagctg 
540 

ctggccaggg gtaccatgca gcccttcaac tacgtgaccc tgcagtgcct tgcggcccgg 
600 
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gccctggata agaacaagat cccttacaag 
660 

atcgaactgc actgacctgc ccagaacatc 
720 

gatgggggaa atccggctgg ggtatagcag 
780 

tcaggagaag ggttctgcct cccatcccct 
840 

gagcctttgg tgctagaagc ctgcggggtc 
900 

gcccgctcac tcattctgag ttaggaaaag 
960 

tgggttaggg aggcctttgc cttgttacct 
1020 

cttccctgct agaaacacag gaagaagttg 
1080 

ctggccagat aactccagcc gctgaataca 
1140 

gtttgagatt cagggaatga gaccacctct 
1200 

cgtgccaccg tagtccctgg caggcaggca 
1260 

atagctttcg gttggtttgg tgttctgttt 
1320 

cacagaaatt t 
1331 

<210> 6012 

<2 11> 219 

<212> PRT 

<213> Homo sapiens 


<4 00> 6012 


Ala 

Lys 

Gly 

Asn 

Leu 

Gly 

Met 

Gin 

1 




5 




Val 

Phe 

Ser 

Lys 

Gly 

Val 

Arg 

Glu 




20 





Lys 

Glu 

Pro 

Gly 

Asp 

Ser 

Ala 

Gin 



35 





40 

Phe 

Pro 

Phe 

Leu 

Tyr 

Leu 

Leu 

Glu 


50 





55 


Glu 

His 

Leu 

Lys 

His 

Gin 

Thr 

Val 

65 





70 



Arg 

Gly 

Lys 

Asn 

Gly 

Phe 

Thr 

Pro 





85 




Thr 

Thr 

Asn 

Val 

Gly 

Arg 

Tyr 

Pro 




100 





Val 

Val 

Lys 

Val 

Leu 

Leu 

Asp 

Cys 



115 





120 

Phe 

Asp 

Asn 

Asn 

Thr 

Pro 

Leu 

His 


130 





135 


Ala 

lie 

Met 

Asn 

Ala 

Leu 

He 

Glu 

145 





150 



Asn 

Ala 

Phe 

Lys 

Lys 

Thr 

Ala 

Tyr 


ggcttcatcc cggaagatct agaggcattc 
tgcaccctca cctctcccct ctcctgctga 
atgctcgttc ttgcctcctt caggcaccaa 
ctacctgcag acagggtcgg aggtgttagc 
atgtgctaag aggacagtct ttctccggga 
acacaagacc ttccccacat cctgtctgcc 
agaggcggag ggactgaagc cattgcgttc 
aggacggtct gccttccctc gtccctttac 
gtgttaggac tgggggctcc tgagatgaga 
catttcttcc agcatgatcg cgcctgttcc 
gggctctgcc cagggcagcc tgccacttgc 
atttaataag tgggcaggtt gcaagcgttg 


Leu 

Gly 

Phe 

Ala 

Asp 

Phe 

Met 

Gly 


10 





15 


Val 

Glu 

Arg 

Val 

Leu 

Gin 

Leu 

Pro 

25 





30 



Phe 

Thr 

Lys 

Ala 

lie 

Ala 

lie 

lie 





45 




Lys 

Val 

Glu 

Cys 

Thr 

Pro 

Ser 

Gin 




60 





Tyr 

Arg 

Leu 

Leu 

Lys 

Cys 

Ala 

Pro 



75 





80 

Leu 

His 

Met 

Ala 

Val 

Asp 

Lys 

Asp 


90 





95 


Val 

Gly 

Arg 

Phe 

Pro 

Ser 

Leu 

His 

105 





110 



Gly 

Ala 

Asp 

Pro 

Asp 

Ser 

Arg 

Asp 





125 




lie 

Ala 

Ala 

Gin 

Asn 

Asn 

Cys 

Pro 




140 





Ala 

Gly 

Ala 

His 

Met 

Asp 

Ala 

Thr 



155 





160 

Glu 

Leu 

Leu Asp 

Glu 

Lys 

Leu 

Leu 
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165 170 175 

Ala Arg Gly Thr Met Gin Pro Phe Asn Tyr Val Thr Leu Gin Cys Leu 
180 185 190 

Ala Ala Arg Ala Leu Asp Lys Asn Lys lie Pro Tyr Lys Gly Phe lie 
195 200 205 

Pro Glu Asp Leu Glu Ala Phe lie Glu Leu His 
210 215 

<210> 6013 
<211> 2204 
<212> DNA 

<213> Homo sapiens 
<400> 6013 


acgcgtgaag ggggcggagg tggtggtgga 
60 

ggccggaaga agaagcggat gctggaatca 
120 

crtctcccctg aggatgatga tgaccatcag 
180 

tgctcactga cattctactc caagtcggag 
240 

accatcaagc cccacaagtg cccacactgc 
300 

gcccagcaca tccgtatcca ctcaggggcc 
360 

tccttccgtc agctctcaca cctccagcag 
420 

tacaaatgtg cacacccagg ctgtgagaaa 
480 

cacagacggc aacacaacaa agataaaccc 
540 

acggatgcag cctcactaga ggtgcacctg 
600 

tacacctgca ctatctgcag tcgggcatac 
660 

cgcaaacaca acccgcctga tcttcagcaa 
720 

gtggcccagg cccaggctca agctcaagcc 
780 

caggcccagg cctcccaggc atcacagcag 
840 

cagcaacagc caccaccaca cttccagtct 
900 

ggggacagca atcccaaccc tccaccccag 
960 

gcggagcatc ataaggacat ctgcctcact 
1020 

ctggccagct cttagagatc cgtgctgcca 
10B0 

tgtcttcttt ctccaactct tggtgggaaa 
1140 

ccatctcctt gggcctctgt cacggctttc 
1200 


ggtggcagtg tggctcctaa gccaccacgg 
gggctgcccg agatgaatga cccttatgtc 
aaagacggcg agacctacag gtgccggatg 
atgcagatcc actccaagat gcacacggag 
tccaagacct tcgccaacag ctcctacctg 
aagccctaca actgtaactt ttgtgagaaa 
cacacacgaa tccacactgg tgatagacca 
gccttcacac aactctccaa tctgcagtcc 
ttcaagtgcc acaactgtca tcgggcgtac 
tctacgcaca cagtgaagca tgccaaggtg 
acatcagaaa cataccttat gaaacatatg 
caggtgcagg cagcagcagc agcggcagca 
caggctcagg ctcaggctca agcccaggcc 
cagcagcagc agcagcagca gcagcagcag 
cctggggcag ccccccaggg tgggggtggt 
tgttcctttg acctgacccc gtataagacg 
gtcaccacca gcaccatcca ggtggagcac 
cccactggga agaggaagaa gtagtcctgg 
agtccttttc ttccttgaca ggccttggct 
cttcacagga taccatcctt tttctgaact 
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cttcttcaaa aggaacatca gccctcctga ttgcaaagga atactgagct gatggtgtca 
1260 

tccagcagcc tcccctccca agcaaagctt ctaaaactgg gggtcggtgc tcaagggaag 
1320 

gatttgctat gacctcatag aaccttgtcc agtgtggcca cttaccctat ccttaccctc 
1380 

cttatcctca aagtttgggc tgatgtaaga ctagaggctg gccctcccag ataacagaga 
1440 

aaagggagcc ccaaatgcaa ccagcctctt gttctattct tgcctgcaaa agaacagagg 
1500 

tttctcaaat gcctcagtcc ctgagagcca tttcttcccc tacatcgtct cactttgctt 
1560 

cctattgact gctggtagaa ggagatttgg ggtaggggct agacctcctt ttatttgaag 
1620 

ggggcaaggg ctgagatgtg gtccccaagg ggccagaaat tcccaagttg gtcacaggtg 
1680 

gcttagaagt gtgtgttatg gttttacgga tttccttgaa gcctctctcc' ttctctgcct 
1740 

acaaagaccc tatactctca gtctccccaa cccaccccca aggagctgtg ggaggctttg 
1800 

tgttatctgt gaaactccaa aacaggggtg ttgcggagaa gggagagttc aaggcaaacg 
1860 

caaggactgg acttagctcc ctaggtgcca cagtcagatg ccggacacgg atttatatat 
1920 

aaatatatat atataaatat attataccca ctcatcacgg ccatctttgt tgtaaccatt 
1980 

tctgtgttta taaatgcatt atctctgaga attttcatat ttgatgtttt gtttattttt 
2040 

gtcctttttt tccctctctc cacccctgtc ctctagccac agcatttttc tttttgtctt 
2100 

tttttttttt ttttaaatca tggcagattt cagaggaaag gaaattaaaa aaaaaatcag 
2160 

gaaaccagtt gttataaagt aatttaaaaa tgaagaaaaa aaaa 
2204 

<210> 6014 
<211> 182 
<212> PRT 

<213> Homo sapiens 
<400> 6014 

Arg Gin His Asn Lys Asp Lys Pro Phe Lys Cys His Asn Cys His Arg 
15 10 15 

Ala Tyr Thr Asp Ala Ala Ser Leu Glu Val His Leu Ser Thr His Thr 
20 25 30 

Val Lys His Ala Lys Val Tyr Thr Cys Thr lie Cys Ser Arg Ala Tyr 
35 40 45 

Thr Ser Glu Thr Tyr Leu Met Lys His Met Arg Lys His Asn Pro Pro 
50 55 60 

Asp Leu Gin Gin Gin Val Gin Ala Ala Ala Ala Ala Ala Ala Val Ala 

65 70 75 80 

Gin Ala Gin Ala Gin Ala Gin Ala Gin Ala Gin Ala Gin Ala Gin Ala 

85 90 95 

Gin Ala Gin Ala Gin Ala Ser Gin Ala Ser Gin Gin Gin Gin Gin Gin 
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100 





105 





110 



Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Pro 

Pro 

Pro 

His 

Phe 

Gin 

Ser 



115 





120 





125 




Pro Gly 

Ala 

Ala 

Pro 

Gin 

Gly 

Gly 

Gly 

Gly 

Gly Asp 

Ser 

Asn 

Pro 

Asn 


130 





135 





140 





Pro 

Pro 

Pro 

Gin 

Cys 

Ser 

Phe 

Asp 

Leu 

Thr 

Pro 

Tyr 

Lys 

Thr 

Ala 

Glu 

14 5 





150 





155 





160 

His 

His 

Lys 

Asp 

He 

Cys 

Leu 

Thr 

Val 

Thr 

Thr 

Ser 

Thr 

lie 

Gin 

val 





165 





170 





175 


Glu 

His 

Leu 

Ala 

Ser 

Ser 














180 














<210> 6015 
<211> 612 
<212 > DNA 
<213> Homo sapiens 

<400 > 6015 

gccgagtgag aacaagagta cagggacttt acaattttta ttgattttta ctatatatac 
60 

tgcagtaatg attgaaatga atgacttttt tttaggaaaa tgttgtaaaa ggcaggcttc 
120 

tgagaatcct gattgaatgg aagtgaagag ccatgagaag ctcgcccagg agagtctaat 
180 

ttattctgat tacagctcat ggagagtgta gggcatgtga ggccactcca gctattgtta 
240 

ttcaacttgc atctgcccct gctgatcccc tgagaggctg gcagcctctc agggctcctt 
300 

gggcggtgag ccctcctccg cagcctgcaa gcctttttac ctctttccat cacctgagcc 
360 

tgaaagtgtg cctgcccgac cttgctcctg gccttatttc tcttcctatc ttatctccat 
420 

tccgcaggtg cctcagccat tgcctaccct tttgcacaaa attaaaaaga aaagaaaaaa 
480 

gccagtgaga gaacagtcac acgataaagg cacagcacag cagttggttg tctcttttta 
540 

aacaggaagt agcagtcatt ctatatggat gttcagctag acccacgggg ctttaacctt 
600 

acctggcatg gc 
612 

<210> 6016 
<211> 99 
<212 > PRT 
<213> Homo sapiens 


<400> 6016 


Met 

Glu Arg Gly Lys 

Lys Ala 

Cys 

Arg 

Leu 

Arg Arg Arg 

Ala 

His 

Arg 

1 




5 





10 



15 


Pro Arg 

Ser 

Pro 

Glu 

Arg 

Leu 

Pro 

Ala 

Ser 

Gin Gly He 

Ser 

Arg 

Gly 




20 





25 



30 



Arg 

Cys 

Lys 

Leu 

Asn 

Asn 

Asn 

Ser 

Trp 

Ser 

Gly Leu Thr 

Cys 

Pro 

Thr 



35 





40 



45 




Leu 

Ser 

Met 

Ser 

Cys 

Asn 

Gin 

Asn 

Lys 

Leu 

Asp Ser Pro 

Gly Arg 

Ala 
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50 55 60 

Ser His Gly Ser Ser Leu Pro Phe Asn Gin Asp Ser Gin Lys Pro Ala 

65 70 75 80 

Phe Tyr Asn lie Phe Leu Lys Lys Ser His Ser Phe Gin Ser Leu Leu 

85 90 95 

Gin Tyr lie 


<210> 6017 

<211> 2091 

<212> DNA 

<213> Homo sapiens 

<400> 6017 

ccggccaagt ttaactttgc tagtgatgtg ttggatcact gggctgacat ggagaaggct 
60 

ggcaagcgac tcccaagccc agccctgtgg tgggtgaatg ggaaggggaa ggaattaatg 
120 

tggaatttca gagaactgag tgaaaacagc cagcaggcag ccaacgtcct ctcgggagcc 
180 

tgtggcctgc agcgtgggga tcgtgtggca gtgatgctgc cccgagtgcc tgagtggtgg 
240 

ctggtgatcc tgggctgcat tcgagcaggt ctcatcttta tgcctggaac catccagatg 
300 

aaatccactg acatactgta taggttgcag atgtctaagg ccaaggctat tgttgctggg 
360 

gatgaagtca tccaagaagt ggacacagtg gcatctgaat gtccttctct gagaattaag 
420 

ctactggtgt ctgagaaaag ctgcgatggg tggctgaact tcaagaaact actaaatgag 
480 

gcatccacca ctcatcactg tgtggagact ggaagccagg aagcatctgc catctacttc 
540 

actagtggga ccagtggtct tcccaagatg gcagaacatt cctactcgag cctgggcctc 
600 

aaggccaaga tggatgctgg ttggacaggc ctgcaagcct ctgatataat gtggaccata 
660 

tcagacacag gttggatact gaacatcttg ggctcacttt tggaatcttg gacattagga 
720 

gcatgcacat ttgttcatct cttgccaaag tttgacccac tggttattct aaagacactc 
780 

tccagttatc caatcaagag tatgatgggt gcccctattg tttaccggat gttgctacag 
840 

caggatcttt ccagttacaa gttcccccat ctacagaact gcctcgctgg aggggagtcc 
900 

cttcttccag aaactctgga gaactggagg gcccagacag gactggacat ccgagaattc 
960 

tatggccaga cagaaacggg attaacttgc atggtttcca agacaatgaa aatcaaacca 
1020 

ggatacatgg gaacggctgc ttcctgttat gatgtacagg ttatagatga taagggcaac 
1080 

gtcctgcccc ccggcacaga aggagacatt ggcatcaggg tcaaacccat caggcctata 
1140 

ggcatcttct ctggctatgt ggaaaatccc gacaagacag cagccaacat tcgaggagac 
1200 
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ttttggctcc ttggagaccg 
1260 

cgggcagatg atatcattaa 
1320 

gcactgatga agcaccctgc 
1380 

cgaggagagg tggtgaaggc 
1440 

gaacagctca ccaaggagct 
1500 

ccaagaaaga tagagtttgt 
1560 

gccaagcttc gagacaagga 
1620 

taagagacat tcatttggat 
1680 

ccttactatg atgatatgag 
1740 

ctggttatta gccttggtta 
1800 

agggaaggaa tgagagagag 
1860 

agtcagggaa atattaaaac 
1920 

gaaggagaga ggaagcaagg 
1980 

aagatagaag aaaaataatt 
2040 

ataaagagag aaagagaaag 
2091 

<210> 6018 
<211> 537 
<212 > PRT 

<213> Homo sapiens 


gggaatcaaa gatgaagatg 
ctccagcggg taccggattg 
tgtggttgag acggctgtga 
atttgtggtc ctggcctcgc 
gcagcagcat gtgaagtcag 
cttgaacctg cccaagactg 
gtggaagatg tccggaaaag 
tcccctcttc tttctctttc 
attctttatg aaagaacatg 
ttagcacaaa actttaccat 
tgaaaaggag agggtaacag 
tgcaagggaa agcaattgaa 
gaaggaggaa gaaaggaaag 
gaagggagaa tcagaaaaat 
aagaaagagc aaaagaacac 


ggtatttcca gtttatggga 
gaccctcgga ggtagagaat 
tcagcagccc agaccccgtc 
agttcctgtc ccatgaccca 
tgacagcccc atacaagtac 
tcacagggaa aattcaacga 
cccgtgcgca gtgagacatc 
ttttcccttt gggcccttgg 
aatgtaagtt ttgtcttgcc 
gttagatgtt gaaagaagaa 
aaaaaaagga aagaaaagta 
aaagaaataa agtagggaaa 
aggagatgaa agggggagaa 
aaagagaaga aaggaaagaa 
aagaaagaaa g 


<400> 6018 


Pro 

Ala 

Lys 

Phe 

Asn 

Phe 

Ala 

Ser 

Asp 

Val 

Leu 

Asp 

His 

Trp 

Ala 

Asp 

1 




5 





10 





15 


Met 

Glu 

Lys 

Ala 

Gly 

Lys 

Arg 

Leu 

Pro 

Ser 

Pro 

Ala 

Leu 

Trp 

Trp 

Val 




20 





25 





30 



Asn Gly 

Lys 

Gly 

Lys 

Glu 

Leu 

Met 

Trp 

Asn 

Phe 

Arg 

Glu 

Leu 

Ser 

Glu 



35 





40 





45 




Asn 

Ser 

Gin 

Gin 

Ala 

Ala 

Asn 

Val 

Leu 

Ser 

Gly 

Ala 

Cys 

Gly 

Leu 

Gin 


.50 





55 





60 





Arg 

Gly 

Asp 

Arg 

Val 

Ala 

Val 

Met 

Leu 

Pro 

Arg 

Val 

Pro 

Glu 

Trp 

Trp 

65 





70 





75 





80 

Leu 

Val 

lie 

Leu 

Gly 

Cys 

lie 

Arg 

Ala 

Gly 

Leu 

lie 

Phe 

Met 

Pro 

Gly 





85 





90 





95 


Thr 

He 

Gin 

Met 

Lys 

Ser 

Thr 

Asp 

lie 

Leu 

Tyr 

Arg 

Leu 

Gin 

Met 

Ser 




100 





105 





110 



Lys 

Ala 

Lys 

Ala 

lie 

Val 

Ala 

Gly 

Asp 

Glu 

Val 

lie 

Gin 

Glu 

Val 

Asp 



115 





120 





125 




Thr 

Val 

Ala 

Ser 

Glu 

Cys 

Pro 

Ser 

Leu 

Arg 

He 

Lys 

Leu 

Leu 

Val 

Ser 
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130 




135 


Glu Lys 
145 

Ser Cys 

Asp 

Gly 

150 

Trp 

Leu 

Ala Ser 

Thr Thr 

His 

165 

His 

Cys 

Val 

Ala He 

Tyr Phe 
180 

Thr 

Ser 

Gly 

Thr 

His Ser 

Tyr Ser 
195 

Ser 

Leu 

Gly 

Leu 

200 

Thr Gly 
210 

Leu Gin 

Ala 

Ser 

Asp 

215 

lie 

Trp lie 
225 

Leu Asn 

lie 

Leu 

230 

Gly 

Ser 

Ala Cys 

Thr Phe 

Val 

245 

His 

Leu 

Leu 

Leu Lys 

Thr Leu 
260 

Ser 

Ser 

Tyr 

Pro 

lie Val 

Tyr Arg 
275 

Met 

Leu 

Leu 

Gin 

280 

Pro His 
290 

Leu Gin 

Asn 

Cys 

Leu 

295 

Ala 

Thr Leu 
305 

Glu Asn 

Trp 

Arg 

310 

Ala 

Gin 

Tyr Gly 

Gin Thr 

Glu 

325 

Thr 

Gly 

Leu 

Lys He 

Lys Pro 
340 

Gly 

Tyr 

Met 

Gly 

Gin Val 

lie Asp 
355 

Asp 

Lys 

Gly 

Asn 

360 

Asp lie 
370 

Gly lie 

Arg 

Val 

Lys 

375 

Pro 

Gly Tyr 
385 

Val Glu 

Asn 

Pro 

390 

Asp 

Lys 

Phe Trp 

Leu Leu 

Gly 

405 

Asp 

Arg 

Gly 

Gin Phe 

Met Gly 
420 

Arg 

Ala 

Asp 

Asp 

lie Gly 

Pro Ser 
435 

Glu 

Val 

Glu 

Asn 

440 

Val Glu 
450 

Thr Ala 

Val 

lie 

Ser 

455 

Ser 

Val Lys 
465 

Ala Phe 

Val 

Val 

470 

Leu 

Ala 

Glu Gin 

Leu Thr 

Lys 

485 

Glu 

Leu 

Gin 

Pro Tyr 

Lys Tyr 
500 

Pro 

Arg 

Lys 

lie 

Thr Val 

Thr Gly 
515 

Lys 

lie 

Gin 

Arg 

520 

Lys Met 
530 

Ser Gly 

Lys 

Ala 

Arg 

535 

Ala 


<210> 6019 
<2H> 3002 





140 





Asn 

Phe 

Lys 

Lys 

Leu 

Leu 

Asn 

Glu 



155 





160 

Glu 

Thr 

Gly 

Ser 

Gin 

Glu 

Ala 

Ser 


170 





175 


Ser 

Gly 

Leu 

Pro 

Lys 

Met 

Ala 

Glu 

185 





190 



Lys 

Ala 

Lys 

Met 

Asp 

Ala 

Gly Trp 





205 




Met 

Trp 

Thr 

lie 

Ser 

Asp 

Thr Gly 




220 





Leu 

Leu 

Glu 

Ser 

Trp 

Thr 

Leu Gly 



235 





240 

Pro 

Lys 

Phe 

Asp 

Pro 

Leu 

Val 

lie 


250 





255 


lie 

Lys 

Ser 

Met 

Met 

Gly 

Ala 

Pro 

265 





270 



Gin 

Asp 

Leu 

Ser 

Ser 

Tyr 

Lys 

Phe 





285 




Gly 

Gly 

Glu 

Ser 

Leu 

Leu 

Pro 

Glu 




300 





Thr 

Gly 

Leu 

Asp 

lie 

Arg 

Glu 

Phe 



315 





320 

Thr 

Cys 

Met 

Val 

Ser 

Lys 

Thr 

Met 


330 





335 


Thr 

Ala 

Ala 

Ser 

Cys 

Tyr 

Asp 

Val 

345 





350 



Val 

Leu 

Pro 

Pro 

Gly 

Thr 

Glu 

Gly 





365 




lie 

Arg 

Pro 

lie 

Gly 

lie 

Phe 

Ser 




380 





Thr 

Ala 

Ala 

Asn 

lie 

Arg 

Gly Asp 



395 





400 

lie 

Lys 

Asp 

Glu 

Asp 

Gly 

Tyr 

Phe 


410 





415 


lie 

lie 

Asn 

Ser 

Ser 

Gly 

Tyr Arg 

425 





430 



Ala 

Leu 

Met 

Lys 

His 

Pro 

Ala 

Val 





445 




Pro 

Asp 

Pro 

Val 

Arg 

Gly 

Glu 

Val 




460 





Ser 

Gin 

Phe 

Leu 

Ser 

His 

Asp 

Pro 



475 





480 

Gin 

His 

Val 

Lys 

Ser 

Val 

Thr 

Ala 


490 





495 


Glu 

Phe 

Val 

Leu 

Asn 

Leu 

Pro 

Lys 

505 





510 



Ala 

Lys 

Leu 

Arg 

Asp 

Lys 

Glu 

Trp 





525 




Gin 
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<212 > DNA 
<213 > Homo 

<400> 6019 
attcccctcc 
60 

taagaacttg 

120 

ctcggcccgg 

180 

cgggcacgct 

240 

tggggaactg 

300 

gctggtgtac 

360 

atactttaag 

420 

ctgcaatgtg 

480 

taattccaga 

540 

cgaagacacc 

600 

ccttcacagg 

660 

atgaattaag 

720 

ttgccgaaga 

780 

caccatgctc 

840 

tcctggagct 

900 

tcatcctgcc 

960 

gccgggccga 

1020 

ccaagttctt 

1080 

aggaggggaa 

1140 

tctgaaatca 

1200 

ggagcttgcc 

1260 

ccttttgtcc 

1320 

ccctttgggg 

1380 

gtgggaatga 

1440 

ctgtgcggaa 

1500 


sapiens 

ttcatggctg 

gccacgttcg 

cggcacacgg 

gctccagagt 

gaggacagcg 

ttgtcgatcc 

tgagcctccc 

cactggattt 

gcaaacccaa 

caggatcccc 

agaaaggaga 

ttcagctatt 

gcttcagaaa 

ctcggcccgg 

ggagcagtgg 

ttcgggaggc 

gagacgtgtg 

aaacagactc 

tcaagagaaa 

cagaaagtgg 

cttctggggt 

cagctcagct 

attctgtccc 

attggcattg 

aaggaataaa 


catatctggc 

catcggtctc 

cccggcagaa 

gggcagggct 

tctgtcaagg 

actgctccag 

gggccgagga 

tctgaagctc 

tagctgaact 

aagatttaca 

cccaaagatg 

gggtttgctc 

atccagtgca 

gaggctcact 

atcgacaagt 

aagatcagct 

gtgcctcttg 

agtgactatc 

atatacaaga 

gagcttggag 

cctggttcct 

ttgatctaca 

tgaccctgct 

caggaaagac 

agttggaagc 


tagcgtgaag 

tcccatctgg 

atgcagcgcc 

gggagggacc 

caggatgaag 

ctccaggatg 

gcatggtgtc 

ttcggcaaat 

taattcatct 

ccaaaacggg 

accaagtgtt 

tggaattagt 

cattgcagga 

taaagtatac 

acaccagcca 

cggcgctgca 

tccagatggg 

tcttcacgct 

aaaatgaccc 

gatccctcca 

gaagagctca 

cctcttgcca 

tccccaagct 

aggtaaagtg 

cccggaccac 


agatagtcac 

acaagaggca 

gagctgatct 

ggtgaggacc 

gccgtgagtg 

ggccccgcct 

gccagggccg 

gtatggccct 

gtagttccca 

agacaaaggg 

tgaagccgtg 

cacagaaaag 

cgtcggctcg 

cacgttcaag 

gctcccacca 

tttctgccgg 

agagaccgat 

agccagatat 

atcggccgag 

tggcgatggc 

cccagagagg 

ccttcctcaa 

ctcctgggtc 

attgctgcaa 

tggaaccttg 


tgagtctgtt 

ccacacgtct 

tgcctcccga 

tggagggact 

gtgggagctg 

tgaacgtggt 

agccgacgtc 

tttctgtgac 

cagccttcct 

ttttctagta 

ggaactacag 

ggccatacat 

gccctggcga 

gcggggccca 

ctcacggcct 

gccgtgtgcc 

gcgaacgtgg 

gcagccatga 

tctgagggac 

cgtggagaga 

ctcaaagcag 

gggactgtga 

ttggagggat 

tgagaaggag 

aacccaccag 
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ctggctgtac ccggagccgt 
1560 

gacccagagg ccgagcccag 
1620 

tccgtttcac ccgggacagg 
1680 

aatatagaag acatctgcat 
1740 

tttgagggag ggatctgcgc 
1800 

gacgatgacg ggtaccaatc 
1860 

tgcggaaacc ctgattgcac 
1920 

cccgggacct cggggaaggt 
1980 

tcctcccgaa gcgggctgct 
2040 

tacgaccgag agtcggagaa 
2100 

cagccagtcc gggtgctgtc 
2160 

tttttggaaa gtggttctga 
2220 

gtgaggaagg atgtggagga 
2280 

ctgggccaca cctgtgaccg 
2340 

cagtacgcac ggcccaagcc 
2400 

ctggtgctga acaaggaaga 
2460 

accatcccag atgtccacgg 
2520 

ccagccataa ggagcagcag 
2580 

gcccagaaca agcagagctc 
2640 

tgctttctcc ccctaagaga 
2700 

taaatgagtc actatactgt 
2760 

acgttgtctc tttcctcttc 
2820 

cacgttccgt tgggttctgg 
2880 

gggg c 9 a 99 c ccacgccgct 
2940 

gaaagcattt ctgtgttcta 

3000 

gt 

3002 

< 210 > 6020 


ggcagcagcc ctcatcccca 
catggacgtg attttggtgg 
cagagatctt attgcatatg 
ctgctgcgga agtctccagg 
cccatgtaag gacaagttcc 
ctactgctcc atctgctgct 
ccgatgctac tgcttcgagt 
gcacgccatg agcaactggg 
gcagcgtcgg aggaagtggc 
tccccttgag atgttcgaaa 
cctttttgaa gacatcaaga 
cccgggacaa ctgaagcatg 
gtggggaccc ttcgatcttg 
tcctcccagc tggtacctgt 
aggcagcccc aggcccttct 
cctggacgtc gcatctcgct 
cggatccttg cagaatgctg 
gcactgggct ctggtttcgg 
gaagctcgcg gccaagtggc 
atatttcaag tatttttcaa 
gaagaaaaag acttttccta 
ggattcttgt ttttttgcgt 
agactcaggg tctctccccc 
gcacacagga ccacacgtgg 
gttgagaagt tcgagtatat 


tggcggccat cccagccctg 
gatccagtga gctctcaagc 
aagtcaaggc taaccagcga 
ttcacacaca gcaccctctg 
tggatgccct cttcctgtac 
ccggagagac gctgctcatc 
gtgtggatag cctggtcggc 
tgtgctacct gtgcctgccg 
gcagccagct caagg.ccttc 
ccgtgcctgt gtggaggaga 
aagagctgac gagtttgggc 
tggttgatgt cacagacaca 
tgtacggcgc cacagctccc 
tccagttcca ccggttcctg 
tctggatgtt cgtggacaat 
tcctggagat ggagccagtc 
tccgcgtgtg gagcaacatc 
aagaagaatt gtccctgctg 
ccaccaagct ggtgaagaac 
cagaactcac ttcctcttta 
gaacaaaggc aactttcctc 
ctccgtcgtc actgcagacc 
atcacgctgg ctcatgggac 
tggtgcgcga tgtacttcct 
ttattataag atagttattg 
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<211 > 387 
<212> PRT 

<213 > Homo sapiens 


<400 > 6020 


Met 

Ala 

Ala 

lie 

Pro 

Ala 

Leu 

Asp 

Pro 

Glu 

Ala 

Glu 

Pro 

Ser 

Met 

Asp 

1 




5 





10 





15 


Val 

lie 

Leu 

Val 

Gly 

Ser 

Ser 

Glu 

Leu 

Ser 

Ser 

Ser 

Val 

Ser 

Pro 

Gly 




20 





25 





30 



Thr Gly 

Arg 

Asp 

Leu 

lie 

Ala 

Tyr 

Glu 

Val 

Lys 

Ala 

Asn 

Gin 

Arg 

Asn 



35 





40 





45 




He 

Glu 

Asp 

lie 

Cys 

lie 

Cys 

Cys 

Gly 

Ser 

Leu 

Gin 

Val 

His 

Thr 

Gin 


50 





55 





60 





His 

Pro 

Leu 

Phe 

Glu 

Gly Gly 

lie 

Cys 

Ala 

Pro 

Cys 

Lys 

Asp 

Lys 

Phe 

65 





70 





75 





80 

Leu Asp 

Ala 

Leu 

Phe 

Leu 

Tyr 

Asp 

Asp 

Asp Gly 

Tyr 

Gin 

Ser 

Tyr 

Cys 





85 





90 





95 


Ser 

lie 

Cys 

Cys 

Ser 

Gly Glu 

Thr 

Leu 

Leu 

lie 

Cys 

Gly 

Asn 

Pro 

Asp 




100 





105 





110 



Cys 

Thr 

Arg 

Cys 

Tyr 

Cys 

Phe 

Glu 

Cys 

Val 

Asp 

Ser 

Leu 

Val 

Gly 

Pro 



115 





120 





125 




Gly Thr 

Ser 

Gly 

Lys 

Val 

His 

Ala 

Met 

Ser 

Asn 

Trp 

Val 

Cys 

Tyr 

Leu 


130 





135 





140 





Cys 

Leu 

Pro 

Ser 

Ser 

Arg 

Ser 

Gly 

Leu 

Leu 

Gin 

Arg 

Arg 

Arg 

Lys 

Trp 

145 





150 





155 





160 

Arg 

Ser 

Gin 

Leu 

Lys 

Ala 

Phe 

Tyr 

Asp 

Arg 

Glu 

Ser 

Glu 

Asn 

Pro 

Leu 





165 





170 





175 


Glu 

Met 

Phe 

Glu 

Thr 

Val 

Pro 

Val 

Trp 

Arg Arg 

Gin 

Pro 

Val 

Arg 

Val 




180 





185 





190 



Leu 

Ser 

Leu 

Phe 

Glu 

Asp 

lie 

Lys 

Lys 

Glu 

Leu 

Thr 

Ser 

Leu 

Gly 

Phe 



195 





200 





205 




Leu 

Glu 

Ser 

Gly 

Ser 

Asp 

Pro 

Gly 

Gin 

Leu 

Lys 

His 

Val 

Val 

Asp 

Val 


210 





215 





220 





Thr Asp 

Thr 

Val 

Arg 

Lys 

Asp 

Val 

Glu 

Glu Trp 

Gly 

Pro 

Phe 

Asp 

Leu 

225 





230 





235 





240 

val 

Tyr 

Gly 

Ala 

Thr 

Ala 

Pro 

Leu 

Gly 

His 

Thr 

Cys 

Asp 

Arg 

Pro 

Pro 





245 





250 





255 


Ser 

Trp 

Tyr 

Leu 

Phe 

Gin 

Phe 

His 

Arg 

Phe 

Leu 

Gin 

Tyr 

Ala 

Arg 

Pro 




260 





265 





270 



Lys 

Pro 

Gly 

Ser 

Pro 

Arg 

Pro 

Phe 

Phe 

Trp 

Met 

Phe 

Val 

Asp 

Asn 

Leu 



275 





280 





285 




Val 

Leu 

Asn 

Lys 

Glu 

Asp 

Leu 

Asp 

Val 

Ala 

Ser 

Arg 

Phe 

Leu 

Glu 

Met 


290 





295 





300 





Glu 

Pro 

Val 

Thr 

lie 

Pro Asp 

Val 

His 

Gly Gly 

Ser 

Leu 

Gin 

Asn 

Ala 

305 





310 





315 





320 

Val 

Arg 

Val 

Trp 

Ser 

Asn 

lie 

Pro 

Ala 

lie Arg 

Ser 

Ser 

Arg 

His 

Trp 





325 





330 





335 


Ala 

Leu 

Val 

Ser 

Glu 

Glu 

Glu 

Leu 

Ser 

Leu 

Leu 

Ala 

Gin 

Asn 

Lys 

Gin 




340 





345 





350 



Ser 

Ser 

Lys 

Leu 

Ala 

Ala 

Lys 

Trp 

Pro 

Thr Lys 

Leu 

Val 

Lys 

Asn 

Cys 



355 





360 





365 




Phe 

Leu 

Pro 

Leu 

Arg 

Glu 

Tyr 

Phe 

Lys 

Tyr 

Phe 

Ser 

Thr 

Glu 

Leu 

Thr 


370 





375 





380 





Ser 

Ser 

Leu 
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<210> 6021 
<211> 3145 
<212> DNA 
<213> Homo sapiens 

<400> 6021 

nactcttgag gacaaggacc 
60 

gcattcagac actgctggtt 
120 

aagggggaag gagattttct 
180 

cttagaacaa tatttttgaa 
240 

cccaatgact ttgtcactcg 
300 

actgtggaac ttttaagtgg 
360 

gaatttgttg cctttgaatc 
420 

cagctgtttg acaaagctgg 
480 

ggacagacca caattcatca 
540 

cattttggaa aagaaagaaa 
600 

gaaatacaac tggagcacgc 
660 

agagtcacag ccatcgactt 
720 

ccttttgtag aagaatgtct 
780 

ttctcctatt ttaatggatt 
840 

tatagcactc tggctggcac 
900 

gcagctcaga aatttggtca 
960 

gatttatatg agccaagggg 
1020 

gaagagggaa ctctgccctt 
1080 

gattcagctc gaccagttct 
1140 

tctgttgctg gagctgttgg 
1200 

atgcagaacc aacgatcaac 
1260 

gactgtttta agaaagtgct 
1320 

ccacagttat tgggagttgc 
1380 


ttctctggac acagatatgc 
gaattgtcca tttacttggc 
gctgcatgtg gctttaacca 
gtatgcaagc attgagaaaa 
atacttgaac atttttggag 
agtggtggst cagaccaaag 
tgtcctgtgt gcccctgatg 
caaaggagaa gtaacttttg 
acatattcca tttaactggg 
aagacacctg acatatgcgg 
aaagcaagcc tttgtgcaac 
ccgagacatc atggtcacca 
agtagctgct gctggaggta 
taattcgctc cttaacaaca 
caggaaagat gttgaagtga 
ggttacaccc atggaagttg 
acgtatgacc ttagcagaca 
taacttggct gaggcccaga 
tctacaagtt gcagagtcgg 
agccactgct gtgtatccta 
tggctctttt gtgggagaac 
acgctatgaa ggcttctttg 
cccagagaag gccataaaac 


ctcagagtaa ctgttgcata 
atgcaacaca tggcaaagta 
agagagcaga tccagctgag 
acggtgaatt tttcatgtcc 
aaagccagcc taatccaaag 
atggattaat atcttttcaa 
ctttgtttat ggtagccttt 
aggatgttaa gcaagttttt 
attcagaatt tgtgcaacta 
aatttactca gtttttattg 
gggacaatgc taggactggg 
tccgccccca tgtcttgact 
ccacatccca tcaagttagt 
tggaactcat tagaaagatc 
ctaaggagga gtttgttctg 
acatcttgtt tcagttagca 
ttgaacggat tgctcctctg 
ggcagcagaa ggcctcaggt 
cctacaggtt tggtctgggt 
tcgatcttgt aaaaactcga 
tcatgtataa aaacagcttt 
gactgtatag aggtctgttg 
ttacagtgaa cgattttgtg 
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agggataaat ttatgcacaa agatggttcg 
1440 

ggctgcgctg gaggctccca ggtgattttc 
1500 

ttgcaagtgg caggagaaat caccactggt 
1560 

gacctggggt tttttgggat ctacaagggt 
1620 

ttctcggcca tctactttcc gtgctatgct 
1680 

gggcaggtta gcccaggaag cctgctctta 
1740 

tctttagtga cccctgctga tgttatcaag 
1800 

caaaccactt acagcggagt gatagactgc 
1860 

aaagctctgt ggaagggagc tggtgctcgt 
1920 

actttgctga cttacgaatt gctacagcga 
1980 

cccatgggat cagagccagt tcctaaatcc 
2040 

cacgttgggg gctacaaact ggcagttgct 
2100 

ctttacctac ctctcttcaa gccatcagta 
2160 

taggaagatc agccctggga tagtgctgtc 
2220 

ctcctgggaa tgaagcaatg cttcatccct 
2280 

ccaggctttt ttatcatgtg aaatcattca 
2340 

gtgaaattat tcataattat tatttggccc 
2400 

aattgatggg atttggtcaa cactaacatg 
2460 

attagtactc ccctccttga actaggattg 
2520 

atggtgctca gagcagtgtt tcgtgtgtgt 
2580 

tataaaaata aaaaacactg ggagaaatga 
2640 

cttcaaattg taagcatgca caaattctgt 
2700 

aaacatgttt ctttgtaatg aaaaccacat 
2760 

gtaccaagac tactagggaa atgcctttgt 
2820 

gtacagacag aaaaaactga gatgtagccc 
2880 

gctcatatga tgtacatgta ctgattactg 
2940 

atgttgccct gttgctgcct gccctattct 
3000 


gtcccacttg cagcagaaat tcttgctgga 
acaaatcctt tagaaatcgt caagatccgt 
cctcgagtca gtgctctgtc tgtcgtgcgg 
gccaaagcat gctttctgcg ggacattcct 
catgtgaagg cttcctttgc aaatgaagat 
gctggtgcca tagctggtat gcctgcagca 
acgagattac aggtggctgc ccgggctggc 
tttagaaaga tactgcgtga agaaggacca 
gtatttcgat cctcacccca gtttggtgta 
tggttctaca ttgattttgg aggagtaaaa 
aggatcaacc tgcctgcccc gaatcctgat 
acatttgcag ggattgaaaa caaatttgga 
tctacctcaa aggctattgg tggaggccca 
tttttgtggg tactgcagta aagaacatcc 
tttacgtcca tctcttgttt aaattcaagt 
ttttctgggt gttttcttaa ccagatcatt 
tctgcccaga aacctttgtt tgcatctgaa 
atttggggaa aggagcaagt cagaatagaa 
tagtcccaaa gaggctactg taaggcaatc 
tttaaactgg taggaaacta ggtgcatatt 
aaaaatatat atcaaatata ttcagcctgg 
ctctggatta tattatgaag cttttatgtg 
tggagatgtt tagtaatcat attgttactg 
actttaggga agtacttttg gcattttact 
ctctcctgga agtgctaatt ttgaaaaact 
cctattttaa taaacactct tgaaaaatgc 
cctcatctcc ccatcattgg tacccacttg 
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cttttaaaat ccactttatc ttgaataatg taagacaaat atgttctgac ataagtattt 
3060 

aattcatgtt gccttgcata atggtcagag gcgcatgaat ttgtgaaggt ggaaataaac 
3120 

tatttgtaaa gtgaaaaaaa aaaaa 
3145 

<210> 6022 

<211> 708 

<212> PRT 

<213> Homo sapiens 


<400> 6022 


Met 

Pro 

Gin 

Ser 

Asn 

Cys 

Cys 

lie 

Ala 

Phe 

Arg 

His 

Cys 

Trp 

Leu 

Asn 

1 




5 





10 





15 


Cys 

Pro 

Phe 

Thr 

Trp 

His 

Ala 

Thr 

His 

Gly 

Lys 

Val 

Lys 

Gly 

Glu Gly 




20 





25 





30 



Asp 

Phe 

Leu 

Leu 

His 

Val 

Ala 

Leu 

Thr 

Lys 

Arg 

Ala 

Asp 

Pro 

Ala 

Glu 



35 





40 





45 




Leu Arg 

Thr 

lie 

Phe 

Leu 

Lys 

Tyr 

Ala 

Ser 

lie 

Glu 

Lys 

Asn 

Gly Glu 


50 





55 





60 





Phe 

Phe 

Met 

Ser 

Pro 

Asn 

Asp 

Phe 

Val 

Thr 

Arg 

Tyr 

Leu 

Asn 

lie 

Phe 

65 





70 





75 





80 

Gly Glu 

Ser 

Gin 

Pro 

Asn 

Pro 

Lys 

Thr 

Val 

Glu 

Leu 

Leu 

Ser 

Gly Val 





85 





90 





95 


Val 

Asp 

Gin 

Thr 

Lys 

Asp 

Gly 

Leu 

lie 

Ser 

Phe 

Gin 

Glu 

Phe 

Val 

Ala 




100 





105 





110 



Phe 

Glu 

Ser 

val 

Leu 

Cys 

Ala 

Pro 

Asp 

Ala 

Leu 

Phe 

Met 

Val 

Ala 

Phe 



115 





120 





125 




Gin 

Leu 

Phe 

Asp 

Lys 

Ala 

Gly 

Lys 

Gly 

Glu 

Val 

Thr 

Phe 

Glu 

Asp 

Val 


130 





135 





140 





Lys 

Gin 

Val 

Phe 

Gly 

Gin 

Thr 

Thr 

lie 

His 

Gin 

His 

lie 

Pro 

Phe 

Asn 

145 





150 





155 





160 

Trp Asp 

Ser 

Glu 

Phe 

Val 

Gin 

Leu 

His 

Phe 

Gly 

Lys 

Glu 

Arg 

Lys 

Arg 





165 





170 





175 


His 

Leu 

Thr 

Tyr 

Ala 

Glu 

Phe 

Thr 

Gin 

Phe 

Leu 

Leu 

Glu 

lie 

Gin 

Leu 




180 





185 





190 



Glu 

His 

Ala 

Lys 

Gin 

Ala 

Phe 

Val 

Gin 

Arg 

Asp 

Asn 

Ala 

Arg 

Thr 

Gly 



195 





200 





205 




Arg 

Val 

Thr 

Ala 

lie 

Asp 

Phe 

Arg 

Asp 

lie 

Met 

Val 

Thr 

lie 

Arg 

Pro 


210 





215 





220 





His 

Val 

Leu 

Thr 

Pro 

Phe 

Val 

Glu 

Glu 

Cys 

Leu 

Val 

Ala 

Ala 

Ala Gly 

225 





230 





235 





240 

Gly Thr 

Thr 

Ser 

His 

Gin 

Val 

Ser 

Phe 

Ser 

Tyr 

Phe 

Asn 

Gly 

Phe 

Asn 





245 





250 



\ 


255 


Ser 

Leu 

Leu 

Asn 

Asn 

Met 

Glu 

Leu 

lie 

Arg 

Lys 

lie 

Tyr 

Ser 

Thr 

Leu 




260 





265 





270 



Ala Gly 

Thr 

Arg 

Lys 

Asp 

Val 

Glu 

Val 

Thr 

Lys 

Glu 

Glu 

Phe 

Val 

Leu 



275 





280 





285 




Ala 

Ala 

Gin 

Lys 

Phe 

Gly Gin 

Val 

Thr 

Pro 

Met 

Glu 

Val 

Asp 

lie 

Leu 


290 





295 





3 00 





Phe 

Gin 

Leu 

Ala 

Asp 

Leu 

Tyr 

Glu 

Pro 

Arg 

Gly 

Arg 

Met 

Thr 

Leu 

Ala 

305 





310 





315 





320 

Asp 

lie 

Glu 

Arg 

lie 

Ala 

Pro 

Leu 

Glu 

Glu 

Gly 

Thr 

Leu 

Pro 

Phe 

Asn 
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325 





330 





335 


Leu Ala 

Glu 

Ala 

Gin 

Arg 

Gin 

Gin 

Lys 

Ala 

Ser 

Gly 

Asp 

Ser 

Ala 

Arg 



340 





345 





350 



Pro Val 

Leu 

Leu 

Gin 

Val 

Ala 

Glu 

Ser 

Ala 

Tyr 

Arg 

Phe 

Gly 

Leu 

Gly 


355 





360 





365 




Ser Val 

Ala 

Gly 

Ala 

Val 

Gly 

Ala 

Thr 

Ala 

Val 

Tyr 

Pro 

lie 

Asp 

Leu 

370 





375 





380 





Val Lys 

Thr 

Arg 

Met 

Gin 

Asn 

Gin Arg 

Ser 

Thr 

Gly 

Ser 

Phe 

Val 

Gly 

385 




390 





395 





400 

Glu Leu 

Met 

Tyr 

Lys 

Asn 

Ser 

Phe 

Asp 

Cys 

Phe 

Lys 

Lys 

Val 

Leu 

Arg 




405 





410 





415 


Tyr Glu 

Gly 

Phe 

Phe 

Gly 

Leu 

Tyr Arg 

Gly 

Leu 

Leu 

Pro 

Gin 

Leu 

Leu 



420 





425 





430 



Gly Val 

Ala 

Pro 

Glu 

Lys 

Ala 

lie 

Lys 

Leu 

Thr 

Val 

Asn 

Asp 

Phe 

Val 


435 





440 





445 




Arg Asp 

Lys 

Phe 

Met 

His 

Lys 

Asp Gly 

Ser 

Val 

Pro 

Leu 

Ala 

Ala 

Glu 

450 





455 





460 





lie Leu 

Ala 

Gly 

Gly 

Cys 

Ala 

Gly Gly 

Ser 

Gin 

Val 

lie 

Phe 

Thr 

Asn 

465 




470 





475 





480 

Pro Leu 

Glu 

lie 

Val 

Lys 

lie 

Arg 

Leu 

Gin 

Val 

Ala 

Gly 

Glu 

lie 

Thr 




485 





490 





495 


Thr- Gly 

Pro 

Arg 

Val 

Ser 

Ala 

Leu 

Ser 

Val 

Val 

Arg 

Asp 

Leu 

Gly 

Phe 



500 





505 





510 



Phe Gly 

lie 

Tyr 

Lys 

Gly 

Ala 

Lys 

Ala 

Cys 

Phe 

Leu 

Arg 

Asp 

lie 

Pro 


515 





520 





525 




Phe Ser 

Ala 

lie 

Tyr 

Phe 

Pro 

Cys 

Tyr 

Ala 

His 

Val 

Lys 

Ala 

Ser 

Phe 

530 





535 





540 





Ala Asn 

Glu 

Asp 

Gly 

Gin 

Val 

Ser 

Pro 

Gly 

Ser 

Leu 

Leu 

Leu 

Ala 

Gly 

545 




550 





555 





560 

Ala He 

Ala 

Gly 

Met 

Pro 

Ala 

Ala 

Ser 

Leu 

Val 

Thr 

Pro 

Ala 

Asp 

Val 




565 





570 





575 


lie Lys 

Thr 

Arg 

Leu 

Gin 

Val 

Ala 

Ala 

Arg 

Ala 

Gly 

Gin 

Thr 

Thr 

Tyr 



580 





585 





590 



Ser Gly 

Val 

lie 

Asp 

Cys 

Phe 

Arg 

Lys 

lie 

Leu 

Arg 

Glu 

Glu 

Gly 

Pro 


595 





600 





605 




Lys Ala 

Leu 

Trp 

Lys 

Gly 

Ala 

Gly Ala 

Arg 

Val 

Phe 

Arg 

Ser 

Ser 

Pro 

610 





615 





620 





Gin Phe 

Gly 

Val 

Thr 

Leu 

Leu 

Thr 

Tyr 

Glu 

Leu 

Leu 

Gin Arg 

Trp 

Phe 

625 




630 





635 





640 

Tyr lie 

Asp 

Phe 

Gly 

Gly 

Val 

Lys 

Pro 

Met 

Gly 

Ser 

Glu 

Pro 

Val 

Pro 




645 





650 





655 


Lys Ser 

Arg 

lie 

Asn 

Leu 

Pro 

Ala 

Pro 

Asn 

Pro 

Asp 

His 

Val 

Gly 

Gly 



660 





665 





670 



Tyr Lys 

Leu 

Ala 

Val 

Ala 

Thr 

Phe 

Ala 

Gly 

lie 

Glu 

Asn 

Lys 

Phe 

Gly 


675 





680 





685 




Leu Tyr 

Leu 

Pro 

Leu 

Phe 

Lys 

Pro 

Ser 

Val 

Ser 

Thr 

Ser Lys 

Ala 

lie 

690 





695 





700 





Gly Gly 

Gly 

Pro 














705 

<210> 6023 
<211> 1014 
<212> DNA 

<213> Homo sapiens 
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<400> 6023 

tttttaaaaa agaatgacat agagccttta ttaaactggt tctgaggtat gtgggactag 
60 

cctggctggc tgaccaggct tcttaagccc cacaggcctc tttcacagaa agggagtttg 
120 

gatcaacaag accatgtaca aaagggggat aatataccta cgtgaggagc caagtttcca 
180 

tgttgatggt aaatggaaaa acttttgagt cagagctgag ctctgggaca aaaagggaaa 
240 

agaagaggga tgaagggaag gggcccaatt cctcttgact gattctaaag ctcatagggg 
300 

gattccaact cacagctagc cctctgtact aaggaaccag acgaatcttg acctcccagg 
360 

gaacctagac ctgggaaggc tgaacttgct atttgagggt caagtctact ccctgaaggt 
420 

ggagtgctgg atattttgat ggggacaagg agggacaata gatcaacctc agcaaaggct 
480 

ggtaagcctg ggcaaggttc cacagggatg gatcttccta aggggtgggg gggcttccca 
540 

gttcctagaa aatggcggtg cgcgcagact gcctccctcc tcttcattgt agcttgatcc 
600 

tgcgcagtga ccgttcacgg aaagagtcag gcctgggagg ggccggaccg gggcacaaat 
660 

gctggaggtt tcagagatgg ctggcgctgg cgaaggcagg tctgccagtg acgtatttgt 
720 

cctgtgggtc ctgggctctt tcgtggcacg cagggcactc tccttcctgg gatgggagaa 
780 

tggaattctt ctaggcgagg acgggcagca gcggccctgg gaaggcttcc gtggaaactt 
840 

ccaaaaccac cttgccaggt aagtgaaagt gcgctccgtt ctctagccac atcctaggcc 
900 

aagtaagttc ttcttcattc tttcagcagt cctgatcttc ttggggagca cccctaaatc 
960 

agcctgtcaa gaaggaaggc aggctacggg tatcttctca ggaacagatg aagg 
1014 

<210> 6024 
< 211 > 100 
<212> PRT 
<213> Homo sapiens 

<400> 6024 

Met Lys Arg Arg Glu Ala Val .Cys Ala His Arg His Phe Leu Gly Thr 
15 10 15 

Gly Lys Pro Pro His Pro Leu Gly Arg Ser lie Pro Val Glu Pro Cys 
20 25 30 

Pro Gly Leu Pro Ala Phe Ala Glu Val Asp Leu Leu Ser Leu Leu Val 
35 40 45 

Pro He Lys lie Ser Ser Thr Pro Pro Ser Gly Ser Arg Leu Asp Pro 
50 55 60 

Gin lie Ala Ser Ser Ala Phe Pro Gly Leu Gly Ser Leu Gly Gly Gin 
65 ‘ 70 75 80 

Asp Ser Ser Gly Ser Leu Val Gin Arg Ala Ser Cys Glu Leu Glu Ser 
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85 

Pro Tyr Glu Leu 
100 

<2 10> 6025 
<211> 5905 
<212> DNA 

<213 > Homo sapiens 
<400> 6025 

nacagggtgt ggatatacag gctgggaggg 
60 

gggagcctca cctaggatga ggctagggct 
120 

gaccccacag tcactctagc tcccagggcc 
180 

ggcagccggc cctgccccac tcacctctcc 
240 

cgggccgagc cctgcctcgc catggaccag 
300 

gtcatccaga atgagaacac gatgccacgc 
360 

gccagctccc cagtgtcctc gcccagcaag 
420 

ggagccaact ggagcgtgaa cttccacagg 
480 

aaccggaaag ccaaggacgc cacctcagac 
540 

ctgctcaaga atgagctgct gggtgccggc 
600 

gaccgcaggc tgcagccctc cacgcctgag 
660 

accaagcgct ccagccccga tgacggcaac 
720 

agcaacaaga gccagaagct gctccggtcc 
780 

atccccttca aggtgctgga cgcgcccgag 
840 

gactggtcgt ccctcaatgt gctcagcgtg 
900 

gcctgtacca gccaggtgac gcggctctgt 
960 

tccgtgggct ggtctgagcg ggggaacctg 
1020 

cagatctggg acgcagccgc agggaagaag 
1080 

gtcggggcgc tggcctggaa tgctgagcag 
1140 

ctgcagaggg acatccgcac cccgccactg 
1200 

caggaggtgt gcgggctcaa gtggtccaca 
1260 

gacaacaagc tgctggtctg gaatcactcg 
1320 


90 95 


tctgtgggca gcagccgagg cccaggttgg 
ggcagaagat ccccacagag gagccaggag 
tggaggtgca ggcgagcccc gtggtctccg 
tgcccttccc gctgcaggct aaccttgccg 
gactatgagc ggcgcctgct tcgccagatc 
gtcacagaga tgcggcggac cctgacgcct 
cacggagacc gcttcatccc ctccagagcc 
attaacgaga atgagaagtc tcccagtcag 
aacggcaaag acggcctggc ctactctgcc 
atcgagaagg tgcaggaccc gcagactgag 
aagaagggtc tgttcacgta ttcccttagc 
gatgtgtctc cctactccct gtctcccgtc 
ccccggaaac ccacccgcaa gatctccaag 
ctgcaggacg acttctacct caatctggtg 
gggctaggca cctgcgtgta cctgtggagt 
gacctctcag tggaagggga ctcagtgacc 
gtggcggtgg gcacacacaa gggcttcgtg 
ctgtccatgt tggagggcca cacggcacgc 
ctgtcgtccg ggagccgcga ccgcatgatc 
cagtcggagc ggcggctgca gggccaccgg 
gaccaccagc tcctcgcctc ggggggcaac 
agcctgagcc ccgtgcagca gtacacggag 
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cacctggcgg ccgtgaaggc catcgcctgg 
1380 

gggggcggca cagctgaccg ctgtatccgc 
1440 

cagtgtatcg acacgggctc ccaagtgtgc 
1500 

ctggtgagca cgcacggcta ctcacagaac 
1560 

acccaggtgg ccaagctgac cgggcactcc 
1620 

gatggggagg ccatcgtcac tggtgctgga 
1680 

agcaaaaccc gttcgacaaa ggtaaagtgg 
1740 

aggatccggt aaacctgcca ggcaggaccg 
1800 

cccagctcct cagcttgcat ggactctgcc 
1860 

ctgggcgggc ggggagctgg gcctggagga 
1920 

aaccatgtcc accagtatct ggggtgggca 
1980 

ctgtctccct tcccaaaggg cgagaaccac 
2040 

ctcagagcga cggatgcccc ctgggaccct 
2100 

ccggagccgc atgctcttcc tggaactgcc 
2160 

cagggctgat tggtgggggc ctgagacccc 
2220 

tgtcaaaccc aagaccagcc ccaaggccag 
2280 

cggggccact ggcggagcca gcttgtggat 
2340 

gcatccttgc agccacctct gctgtcactg 
2400 

gtgtcatggc catcgcccgg cggtcagtgg 
2460 

gcgtcaccct cacactggag gaggatgtct 
2520 

acccggacct gctcactgcc ctggctggag 
2580 

attcgccaac acgtgccctc acagggccag 
2640 

ccccatgcct gctgggtggc tgggtcctgt 
2700 

caggctgcct gtgtcttcac ctgtcctgtc 
2760 

ggagacccaa ggggtccagg aggtgggcgc 
2820 

ctctgcttct ctgtctcatg ctcccaggct 
2880 

gggagtgggg cctgagctga gcactgcccc 
2940 


tccccacatc agcacgggct gctggcctcg 
ttctggaaca cgctgacagg acaaccactg 
aatctggcct ggtccaagca cgccaacgag 
cagatccttg tctggaagta cccctccctg 
taccgcgtgc tgtacctggc aatgtcccct 
gacgagaccc tgaggttctg gaacgtcttt 
gagtctgtgt ctgtgctcaa cctcttcacc 
tgccacacca gctgtccaga gtcggaggac 
ttcccagcgc ttgtcccccg aggaaggcgg 
tcctggagtc tcattaaatg cctgattgtg 
cgtggtcggg gaccctcagc agcaggggct 
attggacggt cccggctcag accgtctgta 
cactgcctcc gtctgttcat cacctgccca 
cacgtctgca cagaacagac caccagacgc 
cggttgccca ttcatggctg caccccacca 
accaaggcat gtaggcctgg gcaggtggct 
ccaagagaca gtccccacct gggcttcacg 
ctcgaagcag cagtctctct gcaagcatct 
gcttcagatg ggcctgtgca tcctggccaa 
gctctggact tatcacccca ggagaactga 
aggagcacaa cagatgccac gtcttcgtgc 
cgtcctcctt ccctgcgcaa gacttgcgtc 
ggaggccagc agcggtgtgg cccccgcccc 
caccagcgcc aacagccgtg gggaagccaa 
cctccatcct tcgagaagct tcccaggctc 
gcacagcagg cagggaggga ggcaaggcag 
ctcacccccc caccacccct tcccatttca 
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tcggtgggga cgtggagagg 
3000 

gctgtgcttg ggaaccccca 
3060 

cagtggggtt ggcgtgcatg 
3120 

tgtttttgtt gactagtcct 
3180 

ccactgctcc tgggggatga 
3240 

cttccacatt cactggagag 
3300 

ctgtgcgcct gtgcaggggg 
3360 

tcttactgtt tcaaggtttt 
3420 

ctgcccgcag ttgccaaaga 
3480 

gtgcacaacc cacagtggcc 
3540 

aggcggacgg cgtgaggttt 
3600 

ctcccaggac agaccagcct 
3660 

ggattcatgt gtggccggga 
3720 

gtcctgccct agagccccca 
3780 

ccaggcctgc atttcacaga 
3840 

ggcccgtctg ccagggcgcc 
3900 

gtccctgcgc tccagctgga 
3960 

agggagggag ggtgggcact 
4020 

aggagggaca gagcaagggg 
4080 

gggctcgtgt agaaatgggg 
4140 

gaggggcccc aggggagtgt 
4200 

tggggcaggt gcctctgctg 
4260 

tcgcttcctg gggcgaccct 
4320 

ccaagggccc cgcagggcgg 
4380 

gtgagaggga aagagaattg 
4440 

ggaggcagga gcctggccca 
4500 

aggaggaatg gctgggaagt 
4560 


gtggggcggg ctggggttgg 
ctccccactc cccacatccc 
tgtacatatg tatttgtgac 
ggaaatgttt gaggctagac 
ggtcctggtt ttaaagcccc 
actctcccca cctctgtctg 
tgctggtgca cgtggcagtg 
taaataagaa aaccaaccct 
gccgccttgt cgctgtgggc 
ttcagaggct cctcctggga 
gtgttggggc tggttctgcc 
tgtttctcat gtaatgcagt 
ctggctggct ctaggtcccc 
tctggccctg gagctgcaga 
tggggagctc: agccctcgaa 
ggccacaatc ctgcagggcc 
cggccctgtt ccagggagga 
gctgggctga gttcaccccc 
ggtgaaggcc gtggtgggag 
gaattggttc cccatggccc 
acgtcaggct ttgcggggca 
tcagctccac ccgacaggca 
ggcagtggtt gggagacgcc 
gctgcaactt ttctgttgat 
aaaaactcag gctgccatag 
gggggtgctg gtgcctcccc 
ggctgaggga gccaggaggc 


agggtcccac ccaccaccct 
aacatcctgg tgtctgtccc 
ttttctttgg atttgttttg 
ggggaggggc caggacccac 
gtcatttcaa gcgggtcgat 
ggtggggcgc ggacccctca 
tggatttcca gtggtcacgg 
gccttcgccc atgcccgccc 
gtcagggctt ggctggctca 
ctgggaaccg ccgcagggcc 
catgctaggg ggtgggggag 
gacgctgtca ttaaacacgt 
ggctcgggtg gggtcacacg 
agcagcttct gaggggcttc 
ggccgcagag acgcctccca 
aaggactgga ctccaggcaa 
ggtgctcggt tgacaccatc 
agggctggcc agatggggcc 
ggtcccatga tgatgggcca 
aggacagctg agaggaggtg 
cgggggccac tcagcagcgc 
gacgaaggcc agtggggcca 
cagatggagg gggaggctga 
cctggaatgt agctggtgca 
gttctgcgat gagaggtgca 
ggggtctggg cggagagaac 
cggggggccg ggggctgcag 
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gggaggctgt 

4620 

gggggtcctg 

gcagccagga 

ggccccaggt 

ggttttgagg 

ctcgctcttg 

cgcggtgcct 

4680 

gagaagaggg 

tgaaggagct 

ggggcaggcc 

ccatcctggg 

cattggagat 

gatgaaaccg 

4740 

agcagacctg 

gcccatgtgg 

agctggcatg 

ggggacacag 

cccagagaca 

gagaagctta 

4800 

tgaggaagtg 

aggaggtggc 

gtcacaaggg 

tggggagggg 

gccttgggga 

agggcggcct 

4860 

tggatcagag 

gctcaccaca 

agcctggcat 

ttcagccagg 

gctggagaag 

gcagggacgc 

4920 

ctgggtgaga 

ggcaaagggc 

acagccatgc 

aaaggccctg 

gggcaggacg 

gcacctggta 

4980 

tgcgggagga 

acagagtgag 

gagaggaggg 

cagggcgtgc 

agggccttgt 

gggcctcagg 

5040 

gaggacttgg 

gcacctaccc 

cgagggagtg gagctcctgg 

gtgcgtgtcc 

agatgggaaa 

5100 

ggcagggtcg 

tatctgtggg 

gacctgacaa 

gggcagggga 

agcggagacc 

agggtgcagg 

5160 

ctccgccccc 

acccaaggcc 

gggcccagcc 

agaggagggg 

cagggcaggg 

caggaggttt 

5220 

ctggatgttt 

gttgggtttg 

gtttggtttt 

gttttgtttt 

gtttattgtg 

gtaaaataca 

5280 

aaatctaccg 

tcttacagtg 

aggtggcgtt 

cagtaccttc 

accacgccgt 

gcagccatcc 

5340 

catctgattc 

cagaacattc 

tcatcaccca 

gaaggcagcc 

ctgtccccat 

tatgtcacct 

5400 

agtcaccccc 

aggtccccct 

ccccagtccc 

ggcacccacg 

aatcctctcc 

ctgattctgt 

5460 

ggattggtct 

gtcctggaca 

tttcatagaa 

gtgggatcac 

agcgtaccct 

tctgtgtctg 

5520 

gtgtctctca 

ctgagcgtga 

catcctcaag 

gtgcatccgc 

actgtggcct 

gggtcagagc 

5580 

ttcgcacctc 

cttgtggctg 

agtctcattc 

cagcgcgtgg 

gtgcgtgggt 

ggcggcgccg 

5640 

tgctgatccc 

ctcaccttca 

ctgggtgttc 

ggtgttctcc 

gcctcgggct 

gtcacaaatc 

5700 

gtgctgctgt 

gagccactgc 

gtgcaggtct 

catcctgggt 

gtattttaca 

aacggactgg 

5760 

atgtgagtgg 

gtgaggagtg 

aggagctggg 

gtgacaggtg 

cctgcgaccc 

cggccaggca 

5820 

ctgcctcctg 

cgatcgaagg 

ggcaggggga 

gacagaagcc 

cctcaagggg 

gtgtggagat 

5880 

cgaccccacc 

5905 

<210> 6026 
<211> 496 
<212> PRT 
<213 > Homo 

ggagaagcca 

tggcagtgcc 

sapiens 

gaccccaggt 

ctgcc 

ggggggtgca 

tagagctggg 

gctcaggcca 


<400> 6026 

Met Asp Gin Asp Tyr Glu Arg Arg Leu Leu Arg Gin lie Val lie Gin 
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1 




5 





10 





15 


Asn 

Glu 

Asn 

Thr 

Met 

Pro 

Arg 

Val 

Thr 

Glu 

Met 

Arg 

Arg 

Thr 

Leu 

Thr 




20 





25 





30 



Pro 

Ala 

Ser 

Ser 

Pro 

Val 

Ser 

Ser 

Pro 

Ser 

Lys 

His 

Gly 

Asp 

Arg 

Phe 



35 





40 





45 




He 

Pro 

Ser 

Arg 

Ala 

Gly 

Ala 

Asn 

Trp 

Ser 

Val 

Asn 

Phe 

His 

Arg 

lie 


50 





55 





60 





Asn 

Glu 

Asn 

Glu 

Lys 

Ser 

Pro 

Ser 

Gin 

Asn 

Arg 

Lys 

Ala 

Lys 

Asp 

Ala 

65 





70 





75 





80 

Thr 

Ser 

Asp 

Asn 

Gly 

Lys 

Asp Gly 

Leu 

Ala 

Tyr 

Ser 

Ala 

Leu 

Leu 

Lys 





85 





90 





95 


Asn 

Glu 

Leu 

Leu 

Gly 

Ala 

Gly 

lie 

Glu 

Lys 

Val 

Gin 

Asp 

Pro 

Gin 

Thr 




100 





105 





110 



Glu Asp 

Arg 

Arg 

Leu 

Gin 

Pro 

Ser 

Thr 

Pro 

Glu 

Lys 

Lys 

Gly 

Leu 

Phe 



115 





120 





125 




Thr 

Tyr 

Ser 

Leu 

Ser 

Thr 

Lys 

Arg 

Ser 

Ser 

Pro 

Asp Asp 

Gly 

Asn 

Asp 


130 





135 





140 





Val 

Ser 

Pro 

Tyr 

Ser 

Leu 

Ser 

Pro 

Val 

Ser 

Asn 

Lys 

Ser 

Gin 

Lys 

Leu 

145 





150 





155 





160 

Leu 

Arg 

Ser 

Pro 

Arg 

Lys 

Pro 

Thr 

Arg 

Lys 

lie 

Ser 

Lys 

lie 

Pro 

Phe 





165 





170 





175 


Lys 

Val 

Leu 

Asp 

Ala 

Pro 

Glu 

Leu 

Gin 

Asp 

Asp 

Phe 

Tyr 

Leu 

Asn 

Leu 




180 





185 





190 



Val 

Asp 

Trp 

Ser 

Ser 

Leu 

Asn 

Val 

Leu 

Ser 

Val 

Gly 

Leu 

Gly 

Thr 

Cys 



195 





200 





205 




Val 

Tyr 

Leu 

Trp 

Ser 

Ala 

Cys 

Thr 

Ser 

Gin 

Val 

Thr Arg 

Leu 

Cys 

Asp 


210 





215 





220 





Leu 

Ser 

Val 

Glu 

Gly 

Asp 

Ser 

Val 

Thr 

Ser 

Val 

Gly Trp 

Ser 

Glu 

Arg 

225 





230 





235 





240 

Gly Asn 

Leu 

Val 

Ala 

Val 

Gly Thr 

His 

Lys 

Gly 

Phe 

Val 

Gin 

lie 

Trp 





245 





250 





255 


Asp 

Ala 

Ala 

Ala 

Gly 

Lys 

Lys 

Leu 

Ser 

Met 

Leu 

Glu 

Gly 

His 

Thr 

Ala 




260 





265 





270 



Arg 

Val 

Gly 

Ala 

Leu 

Ala 

Trp 

Asn 

Ala 

Glu 

Gin 

Leu 

Ser 

Ser 

Gly 

Ser 



275 





280 





285 




Arg Asp 

Arg 

Met 

lie 

Leu 

Gin Arg 

Asp 

lie 

Arg 

Thr 

Pro 

Pro 

Leu 

Gin 


290 





295 





300 





Ser 

Glu 

Arg 

Arg 

Leu 

Gin 

Gly His 

Arg 

Gin 

Glu 

Val 

Cys 

Gly 

Leu 

Lys 

305 





310 





315 





320 

Trp 

Ser 

Thr 

Asp 

His 

Gin 

Leu 

Leu 

Ala 

Ser 

Gly 

Gly Asn 

Asp 

Asn 

Lys 





325 





330 





335 


Leu 

Leu 

Val 

Trp 

Asn 

His 

Ser 

Ser 

Leu 

Ser 

Pro 

Val 

Gin 

Gin 

Tyr 

Thr 




340 





345 





350 



Glu 

His 

Leu 

Ala 

Ala 

Val 

Lys 

Ala 

lie 

Ala 

Trp 

Ser 

Pro 

His 

Gin 

His 



355 





360 





365 




Gly Leu 

Leu 

Ala 

Ser 

Gly 

Gly Gly 

Thr 

Ala 

Asp 

Arg 

Cys 

lie 

Arg 

Phe 


370 





375 





380 





Trp Asn 

Thr 

Leu 

Thr 

Gly 

Gin 

Pro 

Leu 

Gin 

Cys 

lie 

Asp 

Thr 

Gly 

Ser 

385 





390 





395 





400 

Gin 

Val 

Cys 

Asn 

Leu 

Ala 

Trp 

Ser 

Lys 

His 

Ala 

Asn 

Glu 

Leu 

Val 

Ser 





405 





410 





415 


Thr 

His 

Gly 

Tyr 

Ser 

Gin 

Asn 

Gin 

lie 

Leu 

Val 

Trp 

Lys 

Tyr 

Pro 

Ser 




420 





425 





430 



Leu 

Thr 

Gin 

Val 

Ala 

Lys 

Leu 

Thr 

Gly 

His 

Ser 

Tyr 

Arg 

Val 

Leu 

Tyr 
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435 440 445 

Leu Ala Met Ser Pro Asp Gly Glu Ala He Val Thr Gly Ala Gly Asp 
450 455 460 

Glu Thr Leu Arg Phe Trp Asn Val Phe Ser Lys Thr Arg Ser Thr Lys 

465 470 475 480 

Val Lys Trp Glu Ser Val Ser Val Leu Asn Leu Phe Thr Arg lie Arg 

485 490 495 

<210> 6027 

<211> 305 

<212> DNA 

<213 > Homo sapiens 

<400> 6027 

nncccggggc tggggaagac caccctggca cacgtgattg cgcgtcacgc ggggtactct 
60 

gtggtggaga tgaatgccag tgacgaccgt agcccggagg tcttccgcac acgcatcgag 
120 . 

gcggccaccc aaatggagtc ggggcttggg gctgccggga agcccaactg cctggtcatc 
180 

gatgagatcg acggggcccc cgtggtgggc tccttgatgc ctgggtaggt gggtgggcgg 
240 

gcaggcaggc gggcagcagg gcctggactc accgtgtcct ctgacctccc ccaaggccgc 

300 

catca 

.305 

<210> 6028 
<211> 75 
<212> PRT 

<213 > Homo sapiens 
<400> 6028 

Xaa Pro Gly Leu Gly Lys Thr Thr Leu Ala His Val lie Ala Arg His 
15 10 15 

Ala Gly Tyr Ser Val Val Glu Met Asn Ala Ser Asp Asp Arg Ser Pro 
20 25 30 

Glu Val Phe Arg Thr Arg lie Glu Ala Ala Thr Gin Met Glu Ser Gly 
35 40 45 

Leu Gly Ala Ala Gly Lys Pro Asn Cys Leu Val lie Asp Glu lie Asp 
50 55 60 

Gly Ala Pro Val Val Gly Ser Leu Met Pro Gly 
65 70 75 

<210> 6029 

<211> 1350 

<212> DNA 

<213> Homo sapiens 

<400> 6029 

tttttttttt ttttttttga tggaaaatag gatttattgg gggaaccgta caagcagagg 
60 

agaagcaggg gtgcccaggc tgtcacagcc ttgcagtgca tggtgggttc cgtggccaac 
120 
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ttgccagggg acaggcctgt tgctggcact 
180 

acctcgcggc tgcggacagg tccttgttag 
240 

tcatcttgcc tctccggact gctccctctg 
300 

tgacagaagg ggacacgcct ttgctgccca 
360 

ggcctcagcc agggcacgtg tgcccagcgc 
420 

atctcgggaa tgacgcctgc cgtgggaatc 
480. 

gagcacagaa aggaaagtgt ggagtgcgga 
540 

gctggggatg gccacaccct ggcagcaggc 
600 

ctgtccagaa aagattggtg tgggttgacc 
660 

aggaacttcc ccaaacgtgc ccaggctcca 
720 

agcagagcgg ggcctcgcca ggtggaaagc 
780 

ggggtgctgt ggccgtacag caggggcgtc 
840 

aaggtcagga aggcgccacc gccctgcccc 
900 

gagcactgtt ctccgccgac atgaggacac 
960 

gaggagacgc gaagaccatc gatgctttgg 
1020 

acctaggtgg atgggaagtg cctgtgtgga 
1080 

gctcctctgc ccacatcgcc tcactgggac 
1140 

ccataaatct gctggctttc aggagaacac 
1200 

tctgggtcct cctgctgggc cgtggtgggg 
1260 

cctgccaggt caggctgatg gcagtggctg 
1320 

atgcgcggct tcggcagccc agccgagcct 
13 50 


ccccccacaa ttacagggtg ggagtgaagg 
taaggaggag gctctgcagt cccggtgggg 
actggtgaag ccacactctg tgaagctgtc 
ggatggacct gggccaccca ggatgccgct 
tggctcctgc tgacccctgg actggctccc 
gtggagaggg ggtttaattt aacttggaag 
gcgaggcctc tggtttggcc ggctccggtt 
ggccagagac caggaaggcc tacccagcac 
tggcctatgc ggggcagctc agtttgaagc 
agacagcagc attcactttg caccgtgctg 
cctaggaagg ctgcgtgctc tgcaaaccca 
cgtgtccagg cagctttgtc atgtcttcca 
acgacagctg cgtctgcaag cgccagctct 
catccaagaa ttcctcctgg gagacctcct 
aagaatgaaa agaagtttct gctaagccaa 
tgtgaagcca ccttgggtgg gcggctcgga 
tcgccatcca gtctgacgtc tttgatgtcc 
gtcttgaagc acagctgaac ttgaatcttt 
agccgctccc gttgcctcaa ggcctccaag 
cgcatgacca tgatgcggtg gcccctggtt 


<210> 6030 
<211> 99 
<212> PRT 

<213> Homo sapiens 
<400> 6030 

Met Gly Thr Ser Lys Thr Ser Asp Trp Met Ala Ser Pro Ser Glu Ala 
15 10 15 

Met Trp Ala Glu Glu Leu Arg Ala Ala His Pro Arg Trp Leu His He 
20 25 30 

His Thr Gly Thr Ser His Pro Pro Arg Phe Gly Leu Ala Glu Thr Ser 
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' 4 .- 


35 40 45 

Phe His Ser Ser Lys Ala Ser Met Val Phe Ala Ser Pro Gin Glu Val 
50 55 60 

Ser Gin Glu Glu Phe Leu Asp Gly Val Leu Met Ser Ala Glu Asn Ser 

65 70 75 80 

Ala Gin Ser Trp Arg Leu Gin Thr Gin Leu Ser Trp Gly Arg Ala Val 

85 90 95 

Ala Pro Ser 


<210> 6031 
<211> 1316 
<212> DNA 

<213 > Homo sapiens 
< 4 0 0 > 6031 

nntctagacc agtatgcccc agatgtggcc gaactcatcc ggacccctat ggaaatgcgt 
60 

tacatccctt tgaaagtggc cctgttctat ctcttaaatc cttacacgat tttgtcttgt 
120 

gttgccaagt ctacctgtgc catcaacaac accctcattg ctttcttcat tttgactacg 
180 

ataaaaggca gtgctttcct cagtgctatt tttcttgcct tagcgacata ccagtctctg 
240 

tacccactca ccttgtttgt cccaggactc ctctatctcc tccagcggca gtacatacct 
300 

gtgaaaatga agagcaaagc cttctggatc ttttcttggg agtatgccat gatgtatgtg 
360 

ggaagcctag tggtaatcat ttgcctctcc ttcttccttc tcagctcttg ggatttcatc 
420 

cccgcagtct atggctttat actttctgtt ccagatctca ctccaaacat tggtcttttc 
480 

tggtacttct ttgcagagat gtttgagcac ttcagcctct tctttgtatg tgtgtttcag 
540 

atcaacgtct tcttctacac catcccctta gccataaagc taaaggagca ccccatcttc 
600 

ttcatgttta tccagatcgc tgtcatcgcc atctttaagt cctacccgac agtgggggac 
660 

gtggcgctct acatggcctt cttccccgtg tggaaccatc tctacagatt cctgagaaac 
720 

atctttgtcc tcacctgcat catcatcgtc tgttccctgc tcttccctgt cctgtggcac 
780 

ctctggattt atgcaggaag tgccaactct aatttctttt atgccatcac actgaccttc 
840 

aacgttgggc agatcctgct catctctgat tacttctatg ccttcctgcg gcgggagtac 
900 

tacctcacac atggcctcta cttgaccgcc aaggatggca cagaggccat gctcgtgctc 
960 

aagtaggcct ggctggcaca gggctgcatg gacctcaggg ggctgtgggg ccagaagctg 
1020 

ggccaagccc tccagccaga gttgccagca ggcgagtgct tgggcagaag aggttcgagt 
1080 

ccagggtcac aagtctctgg taccaaaagg gacccatggc tgactgacag caaggcctat 
1140 
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ggggaagaac tgggagctcc ccaacttgga cccccacctt gtggctctgc acaccaagga 
1200 

gccccctccc agacaggaag gagaagaggc aggtgagcag ggcttgttag attgtggcta 
1260 

cttaataaat gttttttgtt atgaagtcta aaaaaaaaaa aaaaaaaaaa aaaaaa 
1316 

<210> 6032 
<211> 321 
<212> PRT 

<213> Homo sapiens 


<400> 6032 


Xaa 

Leu 

Asp Gin 

Tyr 

Ala 

Pro 

Asp 

Val 

Ala 

Glu 

Leu 

lie 

Arg 

Thr 

Pro 

1 




5 





10 





15 


Met 

Glu 

Met 

Arg 

Tyr 

lie 

Pro 

Leu 

Lys Val 

Ala 

Leu 

Phe 

Tyr 

Leu 

Leu 




20 





25 





30 



Asn 

Pro 

Tyr 

Thr 

lie 

Leu 

Ser 

Cys 

Val 

Ala 

Lys 

Ser 

Thr 

Cys 

Ala 

He 



35 





40 





45 




Asn 

Asn 

Thr 

Leu 

lie 

Ala 

Phe 

Phe 

lie 

Leu 

Thr 

Thr 

lie 

Lys 

Gly 

Ser 


50 





55 





60 





Ala 

Phe 

Leu 

Ser 

Ala 

lie 

Phe 

Leu 

Ala 

Leu 

Ala 

Thr 

Tyr 

Gin 

Ser 

Leu 

65 





70 





75 





80 

Tyr 

Pro 

Leu 

Thr 

Leu 

Phe 

Val 

Pro 

Gly Leu 

Leu 

Tyr 

Leu 

Leu 

Gin 

Arg 





85 





90 





95 


Gin 

Tyr 

lie 

Pro 

Val 

Lys 

Met 

Lys 

Ser 

Lys 

Ala 

Phe 

Trp 

lie 

Phe 

Ser 




100 





105 





110 



Trp 

Glu 

Tyr Ala 

Met 

Met 

Tyr 

Val 

Gly Ser 

Leu 

Val 

Val 

lie 

lie 

Cys 



115 





120 





125 




Leu 

Ser 

Phe 

Phe 

Leu 

Leu 

Ser 

Ser 

Trp Asp 

Phe 

lie 

Pro 

Ala 

Val 

Tyr 


130 





135 





140 





Gly Phe 

lie 

Leu 

Ser 

Val 

Pro 

Asp 

Leu 

Thr 

Pro 

Asn 

lie 

Gly Leu 

Phe 

145 





150 





155 





160 

Trp 

Tyr 

Phe 

Phe 

Ala 

Glu 

Met 

Phe 

Glu 

His 

Phe 

Ser 

Leu 

Phe 

Phe 

Val 





165 





170 





175 


Cys 

Val 

Phe 

Gin 

lie 

Asn 

Val 

Phe 

Phe 

Tyr 

Thr 

lie 

Pro 

Leu 

Ala 

lie 




180 





185 





190 



Lys 

Leu 

Lys 

Glu 

His 

Pro 

lie 

Phe 

Phe 

Met 

Phe 

lie 

Gin 

lie 

Ala 

Val 



195 





200 





205 




lie 

Ala 

lie 

Phe 

Lys 

Ser 

Tyr 

Pro 

Thr 

Val 

Gly 

Asp 

Val 

Ala 

Leu 

Tyr 


210 





215 





220 





Met 

Ala 

Phe 

Phe 

Pro 

Val 

Trp 

Asn 

His 

Leu 

Tyr 

Arg 

Phe 

Leu Arg 

Asn 

225 





230 





235 





240 

He 

Phe 

Val 

Leu 

Thr 

Cys 

lie 

lie 

lie 

Val 

Cys 

Ser 

Leu 

Leu 

Phe 

Pro 





245 





250 





255 


Val 

Leu 

Trp 

His 

Leu 

Trp 

lie 

Tyr 

Ala Gly 

Ser 

Ala 

Asn 

Ser 

Asn 

Phe 




260 





265 





270 



Phe Tyr 

Ala 

lie 

Thr 

Leu 

Thr 

Phe 

Asn 

Val 

Gly 

Gin 

lie 

Leu 

Leu 

lie 



275 





280 





285 




Ser Asp 

Tyr 

Phe 

Tyr 

Ala 

Phe 

Leu 

Arg Arg 

Glu 

Tyr 

Tyr 

Leu 

Thr 

His 


290 





295 





300 





Gly Leu 

Tyr Leu 

Thr 

Ala 

Lys 

Asp 

Gly Thr 

Glu 

Ala 

Met 

Leu 

Val 

Leu 

305 





310 





315 





320 


Lys 
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<210> 6033 
<211> 5157 
<212> DNA 
<213> Homo sapiens 

<400> 6033 

caattgctct atgtagtgcc ctttgttgcc aaagtcttag aatctagcat tcgtagtgtg 
60 

gtttttaggc caccaaaccc ttggacaatg gcaattatga atgtattagc tgagctacat 
120 

caggagcatg acttaaagtt aaacttgaag tttgaaatcg aggttctctg caagaacctt 
180 

gcattagaca tcaatgagct aaaacctgga aacctcctaa aggataaaga tcgcctgaag 
240 

aatttagatg agcaactctc tgctccaagg aaagatgtca agcagccaga agaactccct 
300 

cccatcacaa ccacaacaac ttctactaca ccagctacca acaccacttg tacagccacg 
360 

gttccaccac agccacagta cagctaccac gacatcaatg tctattccct tgcgggcttg 
420 

gcaccacaca ttactctaaa tccaacaatt cccttgtttc aggcccatcc acagttgaag 
480 

cagtgtgtgc gtcaggcaat tgaacgggct gtccaggagc tggtccatcc tgtggtggat 
540 

cgatcaatta agattgccat gactacttgt gagcaaatag tcaggaagga ttttgccctg 
600 

gattcggagg aatctcgaat gcgaatagca gctcatcaca tgatgcgtaa cttgacagct 
660 

ggaatggcta tgattacatg cagggaacct ttgctcatga gcatatctac caacttaaaa 
720 

aacagttttg cctcagccct tcgtactgct tccccacaac aaagagaaat gatggatcag 
780 

gcagctgctc aattagctca ggacaattgt gagttggctt gctgttttat tcagaagact 
840 

gcagtagaaa aagcaggccc tgagatggac aagagattag caactgaatt tgagctgaga 
900 

aaacatgcta ggcaagaagg acgcagatac tgtgatcctg ttgttttaac atatcaagct 
960 

gaacggatgc cagagcaaat caggctgaaa gttggtggtg tggacccaaa gcagttggct 
1020 

gtttacgaag agtttgcacg caatgttcct ggcttcttac ctacaaatga cttaagtcag 
1080 

cccacgggat ttttagccca gcccatgaag caagcttggg caacagatga tgtagctcag 
1140 

atttatgata agtgtattac agaactggag caacatctac atgccatccc accaactttg 
1200 

gccatgaacc ctcaagctca ggctcttcga agtctcttgg aggttgtagt tttatctcga 
1260 

aactctcggg atgccatagc tgctcttgga ttgctccaaa aggctgtaga gggcttacta 
1320 

gatgccacaa gtggtgctga tgctgacctt ctgctgcgct acagggaatg ccacctcttg 
1380 
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gtcctaaaag ctctgcagga 
1440 

acaaggtgcc taattgaatg 
1500 

ctaattcgca atcatttggt 
1560 

gagaatggct taaactacat 
1620 

gtggatgaaa ggagtgttgc 
1680 

ctcatgagga ttaatgctca 
1740 

gaagtagtgc gatccaacta 
1800 

atgatgcatt ctgggatctc 
1860 

aaggcagagt atcttctgag 
1920 

gacagtacca aagctttctc 
1980 

caccagcaag gaatactgaa 
2040 

gaaatgtgtg ttgaaatcag 
2100 

aatcccacca tgatccgagc 
2160 

gcactgctcg tgaaacactc 
2220 

aacaaggtcc ttggtatagt 
2280 

gaatttcagc aacttcccta 
2340 

cctgagcatg tgttggaaac 
2400 

cacatcttga ggcctaccaa 
2460 

catcggatat ttattgcaag 
2520 

tatgcacagc tactgattga 
2580 

ctcaccaaac ctatgcaaat 
2640 

catgatttcc cagagttcct 
2700 

aattgtatcc agttaagaaa 
2760 

gacccattca ctcctaatct 
2820 

attctcacca atttcactgg 
2880 

cttaaaactc gatcaccagt 
2940 

aatgaacctg ggaatcgcta 
3000 


tggccgggca tatgggtctc 
tcgagatgaa tataaatata 
taatatgcag cagtatgatc 
ggctgtggca tttgctatgc 
tcatgttact gaggcagatc 
ttccagaggc aatgctccag 
tgaagcaatg attgatcgtg 
tcaagcctca gagtatgatg 
ggaatgggtg aatctctacc 
tgcatttgtt ggacaggtag 
gaccgatgat ctcataacaa 
ttaccgtgct caggctgagc 
caagtgctat cacaacctgg 
aggggaggcc accaacactg 
agtgggagtt ctccttcagg 
ccatcgaatt tttatcatgc 
cattaatttc cagacactta 
agctcctggc tttgtatatg 
aatgctggca catacgccac 
tttattcaaa tatttagcgc 
cctctacaag ggcactttaa 
ttgtgattac cattatgggt 
tttgatcctg agtgcctttc 
aaaggtggac atgttgagtg 
agtaatgcca cctcagttca 
cactttcctg tctgatctgc 
caacctccag ctcatcaatg 


catggtgcaa caaacagatc 
atgtggaggc tgtggagctg 
ttcacctagc gcagtcaatg 
agttagtaaa aatcctgctg 
tgttccacac cattgaaacc 
aaggattgcc ccagctgatg 
ctcatggagg cccaaacttt 
accctccagg cctgagggag 
attcagcagc agctggccgc 
agcttttgga aagaaagatg 
ggttctttcg tctgtgtact 
agcagcacaa tcctgctgcc 
atgcctttgt tcgactcatt 
tcacaaagat taatctgctg 
atcatgatgt tcgtcagagt 
ttctcttgga actcaatgca 
cagctttctg caatacattc 
cctggcttga actgatttcc 
agcagaaggg gtggcctatg 
ctttccttag aaatgtggaa 
gagtgctgct ggttcttttg 
tctgtgatgt gatcccacct 
caagaaacat gaggctcccc 
aaattaacat tgctccccgg 
aaaaggattt ggattcctat 
gcagcaacct acaggtatcc 
cactggtgct ctatgtcggg 
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actcaggcca ttgcgcacat 
3060 

cactcagcac acatggatat 
3120 

tatctctttt tgaatgcaat 
3180 

ttcagttgca ccatgctgta 
3240 

atcacaagag ttctcttgga 
3300 

attaccttca ttgagctgat 
3360 

cactgtgccc cagaaatcga 
3420 

aagcaggccc agcaagtaat 
3480 

tgtacgtgtc agtctagagg 
3540 

tcagctcttc ctgactttcc 
3600 

ggatcagcct cctgtcttat 
3660 

tggccaaaat ttagaagatg 
3720 

gaaaaccttt gtctggaact 
3780 

actggtacct tgtaatgaag 
3840 

atgtcttctg acattcctgg 
3900 

aacttatttt tttaatgtgg 
3960 

atgtgctaga attggatatg 
4020 

gtttccattt tgtctctacc 
4080 

ttcttttggg gattatacac 
4140 

gaaaccagac caggcctaaa 
4200 

cttaaaaaca gtgggaatat 
4260 

cattacccca ctgaatgaat 
4320 

accaatacag ccccttttat 
4380 

tgtattttgt agccttttcc 
4440 

tgtagctaac cattaaagtc 
4500 

gcaggcagtg ctggtggtga 
4560 

catggggaac caacaactaa 
4620 


ccacaacaag ggcagcacac 
cttccagaat ttggctgtgg 
tgcaaatcag ctccggtacc 
cctttttgca gaggccaata 
acggttgatt gtaaataggc 
taaaaaccca gcgtttaagt 
aaagttattc cagtcggtcg 
ggaagggaca ggtgccagtt 
tctcactgca ccgagttcat 
cagccctttg gtttgtgggt 
gtgggcacgt tccaaagtztt 
ctgtgaatat cattttgaac 
tcttggcttt gtgcaagctg 
aggcagctga tgccatgcac 
tgtcccaaag aatagcaaaa 
acaggggacc ttgaaaatca 
tccaggaaca tgggaagggc 
caaacgtatt ccaaagctga 
ctcagccgcc tgagatgggg 
gcccaccccc taccctcacc 
aggaaaggga accaaatctc 
ggccatacag gctaagctga 
aaggattttg aatgttttgc 
tgggcttcag ctcccctact 
atgacacaca catgagtcca 
ggaggaaaag tggacaatcc 
cttcttgctg aatgattgat 


cttcaatgag caccatcact 
acttggacac tgagggtcgc 
caaatagcca cactcactac 
cggaagccat ccaagaacag 
cacatccttg gggtcttctt 
tctggaacca tgaatttgta 
cacagtgctg catgggacag 
agacgaaact gcatctctgt 
aaactgactg aagaatcctt 
atctgcccca actactgttg 
aaatgcattt ttttgactct 
ttgtgtaaat acatgaaaga 
tgtccaaggc aagtacataa 
ttgtctgagg gcatagctcc 
agccagtttg aatattatgt 
ctaagttatt aaaaatgtgg 
tcactattgg aatcccatga 
ctgcatttgt accatcttat 
gtcagctctt tatataaagg 
cccacaatcc tctcctgaaa 
attaattaat tgttctcccc 
ataatgacaa agttgaaagg 
aaatgtattg gtccctgtgt 
tcttgtatgt gtatgcatac 
ctgtgccttt ctcagtagca 
agccctgtag accttggggc 
ttgattgatt gattgatagg 
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tcattcctac tactaagctg 
4680 

aacactggac aaatgctgga 
4740 

ttaatatcct tttcccccag 
4800 

tttaaaaact taacccactt 
4860 

cagagaggac aaaacagttc 
4920 

ggtttattcc ctgagaggtg 
4980 

accagttaca cagcttatta 
5040 

aactagactt agatttaaac 
5100 

acaacaagac ttacttatta 
5157 

<210> 6034 
<211> .1096 
<212> PRT 

<213> Homo sapiens 


gcatgtttaa ggaaattgta 
gcaggtttat ctggttaagc 
gtattttttt ttttttttaa 
aaaatttgcc ttacctttca 
aaaattaaat aattgaagtc 
gtttgtgcca tctagactga 
aatccagagt cttttcaata 
caggggtcta cctccaaagt 
ctaccgtatg tccactggct 


tttttcttcc tatttatttc 
tgagtttaaa atacccagtt 
agaaaatgag tagatacgta 
tgactgtcaa gttttatggc 
ctccttgagt gatgtcttag 
actttgggta actatcgagt 
aaggttaagt gacttcctca 
ctattattaa atgctgaaac 
ttggttaaaa ctgagaa 


<400> 6034 


Lys 

Asn 

Leu 

Ala 

Leu 

Asp 

lie 

Asn 

Glu 

Leu 

Lys Pro 

Gly 

Asn 

Leu 

Leu 

1 




5 





10 




15 


Lys 

Asp 

Lys 

Asp 

Arg 

Leu 

Lys 

Asn 

Leu 

Asp 

Glu Gin 

Leu 

Ser 

Ala 

Pro 




20 





25 




30 



Arg 

Lys 

Asp 

Val 

Lys 

Gin 

Pro 

Glu 

Glu 

Leu 

Pro Pro 

lie 

Thr 

Thr 

Thr 



35 





40 




45 




Thr 

Thr 

Ser 

Thr 

Thr 

Pro 

Ala 

Thr 

Asn 

Thr 

Thr Cys 

Thr 

Ala 

Thr 

Val 


50 





55 




60 





Pro 

Pro 

Gin 

Pro 

Gin 

Tyr 

Ser 

Tyr 

His 

Asp 

lie Asn 

Val 

Tyr 

Ser 

Leu 

65 





70 





75 




80 

Ala 

Gly 

Leu 

Ala 

Pro 

His 

lie 

Thr 

Leu 

Asn 

Pro Thr 

lie 

Pro 

Leu 

Phe 





85 





90 




95 


Gin 

Ala 

His 

Pro 

Gin 

Leu 

Lys 

Gin 

Cys 

Val 

Arg Gin 

Ala 

lie 

Glu 

Arg 




100 





105 




110 



Ala 

Val 

Gin 

Glu 

Leu 

Val 

His 

Pro 

Val 

Val 

Asp Arg 

Ser 

lie 

Lys 

lie 



115 





120 




125 




Ala 

Met 

Thr 

Thr 

Cys 

Glu 

Gin 

lie 

Val 

Arg 

Lys Asp 

Phe 

Ala 

Leu 

Asp 


130 





135 




140 





Ser 

Glu 

Glu 

Ser 

Arg 

Met 

Arg 

lie 

Ala 

Ala 

His His 

Met 

Met 

Arg 

Asn 

145 





150 





155 




160 

Leu 

Thr 

Ala 

Gly 

Met 

Ala 

Met 

lie 

Thr 

Cys 

Arg Glu 

Pro 

Leu 

Leu 

Met 





165 





170 




175 


Ser 

He 

Ser 

Thr 

Asn 

Leu 

Lys 

Asn 

Ser 

Phe 

Ala Ser 

Ala 

Leu 

Arg 

Thr 




180 





185 




190 



Ala 

Ser 

Pro 

Gin 

Gin 

Arg 

Glu 

Met 

Met 

Asp 

Gin Ala 

Ala 

Ala 

Gin 

Leu 



195 





200 




205 




Ala 

Gin 

Asp 

Asn 

Cys 

Glu 

Leu 

Ala 

Cys 

Cys 

Phe lie 

Gin 

Lys 

Thr 

Ala 


210 





215 




220 





Val 

Glu 

Lys 

Ala 

Gly 

Pro 

Glu 

Met 

Asp 

Lys 

Arg Leu 

Ala 

Thr 

Glu 

Phe 
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225 

Glu 

Leu 

Arg 

Lys 

His 

230 

Ala 

Val 

Val 

Leu 

Thr 

245 

Tyr 

Gin 

Lys 

Val 

Gly 

260 

Gly 

Val 

Asp 

Ala 

Arg 

275 

Asn 

Val 

Pro 

Gly 

Thr 

290 

Gly 

Phe 

Leu 

Ala 

Gin 

305 

Val 

Ala 

Gin 

lie 

Tyr 

310 

Asp 

His 

Ala 

lie 

Pro 

325 

Pro 

Thr 

Arg 

Ser 

Leu 

340 

Leu 

Glu 

val 

He 

Ala 

355 

Ala 

Leu 

Gly 

Leu 

Ala 

370 

Thr 

Ser 

Gly 

Ala 

Asp 

385 

His 

Leu 

Leu 

Val 

Leu 

390 

Lys 

Pro 

Trp 

Cys 

Asn 

405 

Lys 

Gin 

Glu 

Tyr 

Lys 

420 

Tyr 

Asn 

Val 

Leu 

Val 

435 

Asn 

Met 

Gin 

Gin 

Asn 

450 

Gly 

Leu 

Asn 

Tyr 

Met 

465 

lie 

Leu 

Leu 

Val 

Asp 

470 

Glu 

Leu 

Phe 

His 

Thr 

485 

lie 

Glu 

Gly 

Asn 

Ala 

500 

Pro 

Glu 

Gly 

Asn 

Tyr 

515 

Glu 

Ala 

Met 

lie 

Met 

530 

His 

Ser 

Gly 

lie 

Ser 

545 

Leu 

Arg 

Glu 

Lys 

Ala 

550 

Glu 

His 

Ser 

Ala 

Ala 

565 

Ala 

Gly 

Val Gly 

Gin 

580 

Val 

Glu 

Leu 

Leu 

Lys 

595 

Thr 

Asp 

Asp 

Leu 

Met 

610 

Cys 

Val 

Glu 

lie 

Ser 

625 

Pro 

Ala 

Ala 

Asn 

Pro 

630 

Thr 

Asp 

Ala 

Phe 

Val 

645 

Arg 

Leu 


Arg 

Gin 

Glu 

Gly 

235 

Arg 

Arg 

Ala 

Glu 

Arg 

250 

Met 

Pro 

Glu 

Pro 

Lys 

265 

Gin 

Leu 

Ala 

val 

Phe 

280 

Leu 

Pro 

Thr 

Asn 

Asp 

295 

Pro 

Met 

Lys 

Gin 

Ala 

300 

Trp 

Lys 

Cys 

lie 

Thr 

315 

Glu 

Leu 

Leu 

Ala 

Met 

330 

Asn 

Pro 

Gin 

Val 

Val 

345 

Leu 

Ser 

Arg 

Asn 

Leu 

360 

Gin 

Lys 

Ala 

Val 

Glu 

375 

Ala 

Asp 

Leu 

Leu 

Leu 

380 

Arg 

Ala 

Leu 

Gin 

Asp 

395 

Gly 

Arg 

lie 

Thr 

Arg 

410 

Cys 

Leu 

lie 

Glu 

Ala 

425 

Val 

Glu 

Leu 

Leu 

Tyr 

440 

Asp 

Leu 

His 

Leu 

Ala 

455 

Ala 

Val 

Ala 

Phe 

Ala 

460 

Met 

Arg 

Ser 

Val 

Ala 

475 

His 

Val 

Thr 

Leu 

Met 

490 

Arg 

lie 

Asn 

Leu 

Pro 

505 

Gin 

Leu 

Met 

Glu 

Asp 

520 

Arg 

Ala 

His 

Gly 

Gly 

535 

Gin 

Ala 

Ser 

Glu 

Tyr 

540 

Asp 

Tyr 

Leu 

Leu 

Arg 

555 

Glu 

Trp 

Arg 

Asp 

Ser 

570 

Thr 

Lys 

Ala 

Leu 

Glu 

585 

Arg 

Lys 

Met 

His 

lie 

600 

Thr 

Arg 

Phe 

Phe 

Arg 

615 

Tyr 

Arg 

Ala 

Gin 

Ala 

620 

Glu 

Met 

lie 

Arg 

Ala 

635 

Lys 

Cys 

lie 

Ala 

Leu 

650 

Leu 

Val 

Lys 
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Tyr 

Cys 

Asp 

240 

Pro 

Gin 

lie 

255 

Arg 

Leu 

Tyr 

270 

Glu 

Glu 

Phe 

285 

Leu 

Ser 

Gin 

Pro 

Ala 

Thr Asp 

Asp 

Glu 

Gin 

His 

320 

Leu 

Ala 

Gin 

335 

Ala 

Leu 

Ser 

350 

Arg Asp 

Ala 

365 

Gly 

Leu 

Leu 

Asp 

Tyr 

Arg 

Glu 

Cys 

Ala 

Tyr 

Gly 

400 

Ser 

Glu 

Cys 

415 

Arg 

Asp 

lie 

430 

Arg Asn 

His 

445 

Gin 

Ser 

Met 

Glu 

Gin 

Leu 

Val 

Lys 

Thr 

Glu 

Ala 

480 

Asp 

Ala 

His 

495 

Ser 

Arg 

Val 

510 

Val 

Arg 

Ser 

525 

Pro 

Asn 

, Phe 

Met 

Asp 

Pro 

Pro 

Gly 

Val 

Asn 

Leu 

560 

Tyr 

Phe 

Ser 

575 

Ala 

Phe 

Gin 

590 

Gin 

Gly 

lie 

605 

Leu 

Cys 

Thr 

Glu 

Gin 

Gin 

His 

Asn 

Tyr 

His 

Asn 

640 

Leu 

His 

Ser 

655 

Gly 

Glu 
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660 665 670 

Ala Thr Asn Thr Val Thr Lys lie Asn Leu Leu Asn Lys Val Leu Gly 
675 680 685 

lie Val Val Gly Val Leu Leu Gin Asp His Asp Val Arg Gin Ser Glu 
690 695 700 

Phe Gin Gin Leu Pro Tyr His Arg lie Phe lie Met Leu Leu Leu Glu 

705 710 715 720 

Leu Asn Ala Pro Glu His Val Leu Glu Thr lie Asn Phe Gin Thr Leu 

725 730 735 

Thr Ala Phe Cys Asn Thr Phe His lie Leu Arg Pro Thr Lys Ala Pro 
740 745 750 

Gly Phe Val Tyr Ala Trp Leu Glu Leu lie Ser His Arg lie Phe lie 
755 760 765 

Ala Arg Met Leu Ala His Thr Pro Gin Gin Lys Gly Trp Pro Met Tyr 
770 775 780 

Ala Gin Leu Leu lie Asp Leu Phe Lys Tyr Leu Ala Pro Phe Leu Arg 

785 790 795 800 

Asn Val Glu Leu Thr Lys Pro Met Gin lie Leu Tyr Lys Gly Thr Leu 

805 810 815 

Arg Val Leu Leu Val Leu Leu His Asp Phe Pro Glu Phe Leu Cys Asp 
820 825 830 

Tyr His Tyr Gly Phe Cys Asp Val lie Pro Pro Asn Cys lie Gin Leu 
835 840 845 

Arg Asn Leu lie Leu Ser Ala Phe Pro Arg Asn Met Arg Leu Pro Asp 
850 855 860 

Pro Phe Thr Pro Asn Leu Lys Val Asp Met Leu Ser Glu lie Asn lie 

865 870 875 880 

Ala Pro Arg lie Leu Thr Asn Phe Thr Gly Val Met Pro Pro Gin Phe 

885 890 895 

Lys Lys Asp Leu Asp Ser Tyr Leu Lys Thr Arg Ser Pro Val Thr Phe 
900 905 910 

Leu Ser Asp Leu Arg Ser Asn Leu Gin Val Ser Asn Glu Pro Gly Asn 
915 920 925 

Arg Tyr Asn Leu Gin Leu lie Asn Ala Leu Val Leu Tyr Val Gly Thr 
930 935 940 

Gin Ala lie Ala His lie His Asn Lys Gly Ser Thr Pro Ser Met Ser 

.945 950 955 960 

Thr lie Thr His Ser Ala His Met Asp lie Phe Gin Asn Leu Ala Val 

965 970 975 

Asp Leu Asp Thr Glu Gly Arg Tyr Leu Phe Leu Asn Ala lie Ala Asn 
980 985 990 

Gin Leu Arg Tyr Pro Asn Ser His Thr His Tyr Phe Ser Cys Thr Met 
995 1000 1005 

Leu Tyr Leu Phe Ala Glu Ala Asn Thr Glu Ala lie Gin Glu Gin lie 
1010 1015 1020 

Thr Arg Val Leu Leu Glu Arg Leu lie Val Asn Arg Pro His Pro Trp 

1025 1030 1035 1040 

Gly Leu Leu lie Thr Phe lie Glu Leu lie Lys Asn Pro Ala Phe Lys 

1045 1050 1055 

Phe Trp Asn His Glu Phe Val His Cys Ala Pro Glu lie Glu Lys Leu 
1060 1065 1070 

Phe Gin Ser Val Ala Gin Cys Cys Met Gly Gin Lys Gin Ala Gin Gin 
1075 1080 1085 

Val Met Glu Gly Thr Gly Ala Ser 
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1090 1095 

<210> 6035 
<211> 320 
<212> DNA 

<213> Homo sapiens 
<400> 6035 

tgatcacaaa gtccctgctg agtctggggg ataggaaggg tctcaatcat ggtccatggg 
60 

taatctcttt gcccatgtga atgtgcccaa tgtatcaaag gctccattct aaatggcatg 
120 

9tggggcagt ggtgggcatt gtggctctgt gatctgggcc aggctcccag ccaccctggg 
180 

ggttccctgc tgggctcctg gaggacctgc ctcaaccctt ggatatgggg ttccacctga 
240 

cagcaggaaa agagatttga ggcctggagt ccaggcagga cagatggtag aaaccaatgg 
300 

agatgcatgg ccctggcgcc 
320 

<210> 6036 
< 211 > 102 
<2 12> PRT 

<213> Homo sapiens 
<4 00> 6036 


Met His 

Leu 

His 

Trp 

Phe 

Leu 

Pro 

Ser Val 

Leu 

Pro 

Gly 

Leu 

Gin 

Ala 

1 



5 




10 





15 


Ser Asn 

Leu 

Phe 

Ser 

Cys 

Cys 

Gin 

Val Glu 

Pro 

His 

lie 

Gin 

Gly 

Leu 



20 





25 




30 



Arg Gin 

Val 

Leu 

Gin 

Glu 

Pro 

Ser 

Arg Glu 

Pro 

Pro 

Gly 

Trp 

Leu 

Gly 


35 





40 




45 




Ala Trp 

Pro 

Arg 

Ser 

Gin 

Ser 

His 

Asn Ala 

His 

His 

Cys 

Pro 

Thr 

Met 

50 





55 




60 





Pro Phe 

Arg 

Met 

Glu 

Pro 

Leu 

He 

His Trp 

Ala 

His 

Ser 

His 

Gly 

Gin 

65 




70 




75 





80 

Arg Asp 

Tyr 

Pro 

Trp 

Thr 

Met 

lie 

Glu Thr 

Leu 

Pro 

lie 

Pro 

Gin 

Thr 




85 




90 





95 


Gin Gin 

Gly 

Leu 

Cys 

Asp 











100 

<210> 6037 
<211> 3910 
<212 > DNA 

<213> Homo sapiens 
<400> 6037 

aagcagccgn agcgtagctt ggctccggcc ctgcctggcg ccctgtctat cacggcgctg 
60 

tgcactgccc tcgccgagcc cgcctggttg cacatccacg gaggcacctg ttcgcgccag 
120 

gagctggggg tctccgacgt gttgggctat gtgcacccgg acctgctgaa agatttctgc 
180 
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atgaatcccc agacagtgct 
240 

ctgtgtagtc tctccgcttt 
300 

atcactcgtc gctatgcctt 
360 

ggcttttctt attgggcttc 
420 

catggatccc aggtctatgt 
480 

ggagcctcaa tcctggccac 
540 

gagcaggcgc tggagctgct 
600 

gaggtcatca accagttcca 
660 

ctcttcctcg gcagcccctc 
720 

ttccccagca ggcctcactg 
780 

gactctgcct ttagggtcat 
840 

tctataatgt actctttccc 
900 

ccagccaggg aaggtcatcc 
960 

tttccttgga gagctgctga 
1020 

gaaaggggac tgtgccctgg 
1080 

agctctgggc tgacgccccc 
1140 

ctgctccggg gagttctgtg 
1200 

ttatggggag agggaatcgc 
1260 

cttcatgtgg ctggagccca 
1320 

ggtgcctatc aaggaccaga 
1380 

atgagtggtt ttaaaaggaa 
1440 

aaatagggac aagactgttg 
1500 

atatttgggg ctgtagctcc 
1560 

agaatgcagc ctcccttccc 
1620 

tctcgtggaa cccagagggg 
1680 

ctcaggactg cagcactgag 
1740 

ggcaggaacc caccaccctc 
1800 


gctcctgcgg gtcatcgccg 
ccttctggat gtctttgggc 
cgcccatatc ctaacggttc 
tgaactcatc ttggcccagc 
caccttcgcc gttagcttct 
ggcagccaac ctcctgcgcc 
ctcagagatg gaagagaacg 
gccacctcct gcttacacac 
cctcaactct gcagctcctc 
gtaggatcct gaccatcttc 
ccaagtatcc ctgctctcag 
tcctgccaca tcctgccccc 
aagtttcctc cagcatgggc 
gagcggacag tcccaaaaac 
aggctcactt cacagggatc 
cagacccctt ccttctcgga 
cactttactc tttggacttc 
tgttgggaag gcagagcagt 
ggcaaggaga gcaggagcca 
gtgaagggga ctacatctcc 
aaaaatgaaa ccaggcaaca 
tcacttttta gacatgtatc 
ttccaagccc atggtagtcc 
tggccccttc cctctcagtg 
ctgaggactg tggcctggct 
atggaacctg gcctcagttt 
cacataggaa tacaaccagt 


ccttctgttt cctgggcatc 
cgaagcatcc tgctctgaag 
tgcagtgtgc caccgtcatt 
agcagcagca taagaagtac 
acctggtggc aggagctggt 
actaccccac agaggaagag 
agccctaccc ggcggaatat 
cctaatgcca gccctgggct 
tcgcacccag aggagctcct 
tccaaacctt ccccaggaga 
aaccggaggt ccactggttt 
ttcacattca cgagtcatta 
gatatctttg ggaccgagac 
aagtgtcaaa gggcccaagg 
agtgtttgct ccacagctgt 
gtgacccgcc cccaggccac 
tcctcacgtg tgccctggtt 
tgcaaccctc tctgcccttg 
gcgtgagact gaggccccct 
cagcccttca ccttttaaat 
gcaacaatat tctgttttta 
ccattccttt tggctctgca 
ctccccgagt ctctcccagt 
acggtgactc cctggggcct 
ggcgggccag cgtggtgctc 
aggaacaggg gccacaacag 
ggggccacat catgtgaggc 
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atcagaccca 

1860 

cactgtcagc 

ccagcaggcc 

gggctgtgtC 

cttcagaccc 

agtgctgccc 

tagactctga 

1920 

ctcgggactc 

cagcttgcca 

cgtgccctct 

cccctcttga 

atgtactctg 

gtcttgcagt 

1980 

gtgctgctgg 

gactttcttg 

ctcagccatc 

actctggtca 

ccttgtttgc 

tctgggtctg 

2040 

gctgaatttt 

ctgccctgag 

atctgggcat 

aaagtggatg 

aaacttgaaa 

gaccttcagt 

2100 

gtagatccag 

atggccaacc 

tgtccttgtt 

aagttacttg 

cttcttggga 

atcagtgtcc 

2160 

cctgctgagc 

tgaaaaggaa 

atggattcca 

atctcttcca 

acctttaagg 

tgatagatag 

2220 

tttgagcaag 

actggagaat 

ggacaacact 

atgaagctgt 

ggctagaaag 

ggactgtcat 

2280 

gtcccatcct 

ttggccagat 

tgactgggga 

tgtccggaca 

gatgcctgca 

tgggtggtga 

2340 

gggccacatc 

tgcacacgag 

ccagtggctg 

cttgcagttc 

actgctgtga 

tgccagagtg 

2400 

tgttcaaagg 

tgactctcct 

gctcttctgg 

actcttctct 

caggcaagaa 

aggctgcagg 

2460 

ctgcctgcta 

tgtgatgcct 

gagcacaaag 

ccaaggaact 

gaactaagtc 

tttctgttaa 

2520 

gtcctgagtt 

tgtcattggc 

aggtttactt 

gtggccagct 

ctctctgccc 

ttgggtgtct 

2580 

gagcaggcag 

accagaagac 

caggcactgg 

acctgcatgc 

caaagggact 

ggtcatctcc 

2640 

tgaggacctg 

tacatgaccc 

tgtggactgt 

tccgcacgat 

ccggaaccca 

ctttttattc 

2700 

actccccatg 

tctttggcct 

tcctcttctt 

tctctttccc 

tctgccatcc 

tgacactgat 

2760 

agtttgtcat 

ataaattccc 

cgggttgtgt 

ttttttttct 

agaaaaaaat 

taaaagggaa 

2820 

aacaaaacca 

aaaaaaccag 

aaaccacgaa 

taagaatgga 

aatgacaatg 

gctgcctgtt 

2880 

atttttctgt 

cacgattttc 

ctgatttggt 

ttgttccctt 

tgtctcagag 

aagcaggaga 

2940 

tgttgatgag 

gctgtatttt 

tttttctttt 

tcttgttttt 

gagacaagag 

tctcgctctg 

3000 

tcacccgggc 

tggagtgtaa 

cgtggcatga 

tctcagctca 

ctgcaacctc 

tgcctcctgg 

3060 

gttcaagcga 

ttatcctg cc 

tcagcctcct 

gagtagctgg 

gattacaggc 

atgcgccact 

3120 

atgcccagat 

aatttttttg 

tatttttagt 

agagacaggg 

tttcaccatg 

ttggccaggc 

3180 

tggtctggaa 

ctcctaacct 

caggttatcc 

acccaccttg 

gcctcccaaa 

gtgctgggat 

3240 

tataggcatg 

aaccaccgtg 

cctggccaaa 

gatgtaattt 

aaaatagtta 

gaagggactt 

3300 

ggcatgggcc 

agctccgtgc 

atggcatttt 

cacccccaga 

gcttcctaat 

cctgttttca 

3360 

cacaggaagt 

ttctaggtct 

ttctagaaca 

gctagaaata 

gtagctgact 

cccgcccaag 

3420 

gcccaacctt 

caaaccctga 

gctcttcagg 

ctgcatcctc 

tggtgagcta 
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tagaggagaa cgtggctcct aaactctagc catcctgtgg gaggaaatag acttctttgg 
3480 

gctgtggctt gcagaacaaa ctacactttt tttccctcta ttgtttaaat tttatttaat 
3540 

aatttgtgtg tttttctgtc tttattttct gtatttcacg tgttccttca ctccctagaa 
3600 

actgcacttt ctttgaaacc ataggtaatg aatcttacta ggagaggcat ggggatagag 
3660 

acagttctgg gagtgtgacc tgtaagcctc ctgtagggca gtgccaggcc ttgattgccc 
3720 

acgttctctc cgttccttct tccttcatac atttgatcac acagcctaca cccagccccg 
3780 

agtgtgcatc acggtaaaag agctgagggc tctcttcagg gagcagccca tttaggtctc 
3840 

ttttgttgtt gttagggaga atacacatct ttcttggaaa aaaaaaaaaa aaaaaaaaaa 
3900' 

aaaaaaaagg 

3910 

<210> 6038 
<211> 214 
<212> PRT 

<213 > Homo sapiens 


<4 00> 6038 


Lys 

Gin 

Pro 

Xaa, Arg 

Ser 

Leu 

Ala 

Pro 

Ala 

Leu 

Pro 

Gly 

Ala 

Leu 

Ser 

1 




5 





10 





15 


He 

Thr 

Ala 

Leu 

Cys 

Thr 

Ala 

Leu 

Ala 

Glu 

Pro 

Ala 

Trp 

Leu 

His 

lie 




20 





25 





30 



His 

Gly 

Gly 

Thr 

Cys 

Ser 

Arg 

Gin 

Glu 

Leu 

Gly Val 

Ser 

Asp 

Val 

Leu 



35 





40 





45 




Gly -Tyr 

Val 

His 

Pro 

Asp 

Leu 

Leu 

Lys 

Asp 

Phe 

Cys 

Met 

Asn 

Pro 

Gin 


50 





55 





60 





Thr 

Val 

Leu 

Leu 

Leu 

Arg 

Val 

lie 

Ala 

Ala 

Phe 

Cys 

Phe 

Leu 

Gly 

lie 

65 





70 





75 





80 

Leu Cys 

Ser 

Leu 

Ser 

Ala 

Phe 

Leu 

Leu 

Asp 

Val 

Phe 

Gly 

Pro 

Lys 

His 





85 





90 





95 


Pro 

Ala 

Leu 

Lys 

lie 

Thr 

Arg 

Arg 

Tyr 

Ala 

Phe 

Ala 

His 

lie 

Leu 

Thr 




100 





105 





110 



Val 

Leu 

Gin 

Cys 

Ala 

Thr 

Val 

lie 

Gly 

Phe 

Ser 

Tyr 

Trp 

Ala 

Ser 

Glu 



115 





120 





125 




Leu 

lie 

Leu 

Ala 

Gin 

Gin 

Gin 

Gin 

His 

Lys 

Lys 

Tyr 

His 

Gly 

Ser 

Gin 


130 





135 





140 





Val 

Tyr 

Val 

Thr 

Phe 

Ala 

Val 

Ser 

Phe 

Tyr 

Leu 

Val 

Ala 

Gly 

Ala 

Gly 

145 





150 





155 





160 

Gly Ala 

Ser 

lie 

Leu 

Ala 

Thr 

Ala 

Ala 

Asn 

Leu 

Leu 

Arg 

His 

Tyr 

Pro 





165 





170 





175 


Thr 

Glu 

Glu 

Glu 

Glu 

Gin 

Ala 

Leu 

Glu 

Leu 

Leu 

Ser 

Glu 

Met 

Glu 

Glu 




180 





185 





190 



Asn 

Glu 

Pro 

Tyr 

Pro 

Ala 

Glu 

Tyr 

Glu 

Val 

lie 

Asn 

Gin 

Phe 

Gin 

Pro 



195 





200 





205 




Pro 

Pro 

Ala 

Tyr 

Thr 

Pro 












210 
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<2 10> 6039 
<211> 1130 
<2 12> DNA 

<213 > Homo sapiens 
<400 > 6039 


nncggnttag 

60 

gtgctgcgcg 

120 

ctattttgtt 

tatccatgca 

gccgcgtgg'g 

cctcggaggg 

gctcctcgcg 

ccgggccggg 

gccggaggcg 

ttactgcagg 

tctgggcggc 

cgaatcggcg 

ctgcgtgggg 

180 

agccattgtg 

ggcccagaat 

gtggtgcccg 

aggccgaagg 

ggaagacgat 

ccggccggtg 

240 

aggcccaggc 

t 999 a 99 cta 

cccctgctgc 

cctgcgcccg 

tgcctacgtg 

agcccgcggg 

300 

cgcccttcta 

ccggcctctg 

gctccggagc 

tgcgggcacg 

ccagctggag 

ctgggcgccg 

360 

agcacgcgtt 

gctgctggac 

gctgctggcc 

aggtgttctc 

ctggggcggg 

ggcaggcatg 

420 

gacagctggg 

ccatgggacc 

ctggaggcag 

agctggagcc 

acggctgttg 

gaggcgttgc 

480 

agggcctagt 

catggctgag 

gtggccgcgg 

ggggctggca 

ttctgtgtgt 

gtgagtgaga 

540 

ctggggatat 

ttatatctgg 

ggctggaatg 

aatcagggca 

gctggccctg 

cccaccagga 

600 

acctggcaga 

ggatggagag 

actgtcgcaa 

gggaagccac 

agaactgaat 

gaagatggtt 

660 

ctcaggtgaa 

gagaacgggt 

ggggctgagg 

atggagcccc 

tgcccccttc 

atagctgtcc 

720 

agcccttccc 

ggcattactg 

gatctcccca 

tgggctcaga 

tgcagtcaag 

gccagctgtg 

780 

gatcccggca 

cacagctgtg 

gtgacacgaa 

caggggagct 

ctacacctgg 

ggctggggta 

840 

aatatggaca 

gctgggccac 

gaggacacca 

ccagcttgga 

tcggcctcgc 

cgtgtggaat 

900 

actttgtaga 

taagcaactc 

caagtaaagg 

ctgtcacctg 

tgggccgtgg 

aacacctacg 

960 

tgtatgctgt 

ggagaaaggg 

aagagctgac 

atgtgtacgt 

atatgtatat 

gcaacacctg 

1020 

tgagaccccc 

attcaggtca 

aggaaaacca 

ttgcctgcac 

cccaagggcc 

ccatatttgc 

1080 

ccctccccat 

cacagtcctg 

cccttcaccc 

tcaagcacgg 

tcctaaactt 

gtctgcactt 

tagaaacacc 

tggagagcat 

tgaaaactct 

gctgcctaag 



1130 

<210> 6040 
<2ll> 312 
<212> PRT 

<213 > Homo sapiens 
<4 00> 6040 

Xaa Gly Leu Ala lie Leu Phe He His Ala Ala Ala Trp Ala Ser Glu 
15 10 15 

Gly Leu Leu Ala Val Leu Arg Ala Gly Pro Gly Pro Glu Ala Leu Leu 
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20 25 30 

Gin Val Trp Ala Ala Glu Ser Ala Leu Arg Gly Glu Pro Leu Trp Ala 
35 40 45 

Gin Asn Val Val Pro Glu Ala Glu Gly Glu Asp Asp Pro Ala Gly Glu 
50 55 60 

Ala Gin Ala Gly Arg Leu Pro Leu Leu Pro Cys Ala Arg Ala Tyr Val 

65 70 75 80 

Ser Pro Arg Ala Pro Phe Tyr Arg Pro Leu Ala Pro Glu Leu Arg Ala 

85 90 95 

Arg Gin Leu Glu Leu Gly Ala Glu His Ala Leu Leu Leu Asp Ala Ala 
100 105 110 

Gly Gin Val Phe Ser Trp Gly Gly Gly Arg His Gly Gin Leu Gly His 
115 120 125 

Gly Thr Leu Glu Ala Glu Leu Glu Pro Arg Leu Leu Glu Ala Leu Gin 
130 135 140 

Gly Leu Val Met Ala Glu Val Ala Ala Gly Gly Trp His Ser Val Cys 
145 150 155 160 

Val Ser Glu Thr Gly Asp lie Tyr lie Trp Gly Trp Asn Glu Ser Gly 
165 170 175 

Gin Leu Ala Leu Pro Thr Arg Asn Leu Ala Glu Asp Gly Glu Thr Val 
180 185 190 

Ala Arg Glu Ala Thr Glu Leu Asn Glu Asp Gly Ser Gin Val Lys Arg 
195 200 205 

Thr Gly Gly Ala Glu Asp Gly Ala Pro Ala Pro Phe lie Ala Val Gin 
210 215 220 

Pro Phe Pro Ala Leu Leu Asp Leu Pro Met Gly Ser Asp Ala Val Lys 

225 230 235 240 

Ala Ser Cys Gly Ser Arg His Thr Ala Val Val Thr Arg Thr Gly Glu 

245 250 255 

Leu Tyr Thr Trp Gly Trp Gly Lys Tyr Gly Gin Leu Gly His Glu Asp 
260 265 270 

Thr Thr Ser Leu Asp Arg Pro Arg Arg Val Glu Tyr Phe Val Asp Lys 
275 280 285 

Gin Leu Gin Val Lys Ala Val Thr Cys Gly Pro Trp Asn Thr Tyr Val 
290 295 300 

Tyr Ala Val Glu Lys Gly Lys Ser 
305 310 

<210> 6041 
<211> 291 
<212> DNA 

<213> Homo sapiens 
<400> 6041 

acgcgtgaag gggaagaaag agaacgtctg caaaaggagg aagagaaacg taggagagaa 
60 

gaagaggaaa ggcttcgacg ggaggaagag gaaaggagac ggatagaaga agaaaggctt 
120 

cggttggagc agcaaaagca gcagataatg gcagctttaa actcccagac tgccgtgcag 
180 

ttccagcagt atgcagccca acagtatcca gggaactacg aacagcagca aattctcatc 
240 

cgccagttgc aggagcaaca ctatcagcag tacatgcagc agttgtatca c 
291 
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<210> 6042 
<211> 97 
<212> PRT 

<2 13 > Homo sapiens 


<400> 6042 


Thr Arg 

Glu 

Gly 

Glu 

Glu Arg 

Glu Arg Leu 

Gin 

Lys 

Glu 

Glu 

Glu Lys 

1 



5 


10 





15 

Arg Arg 

Arg 

Glu 

Glu 

Glu Glu 

Arg Leu Arg Arg 

Glu 

Glu 

Glu 

Glu Arg 



20 



25 




30 


Arg Arg 

lie 

Glu 

Glu 

Glu Arg 

Leu Arg Leu 

Glu 

Gin 

Gin 

Lys 

Gin Gin 


35 




40 



45 



He Met 

Ala 

Ala 

Leu 

Asn Ser 

Gin Thr Ala 

Val 

Gin 

Phe 

Gin 

Gin Tyr 

50 




55 



60 




Ala Ala 

Gin 

Gin 

Tyr 

Pro Gly 

Asn Tyr Glu 

Gin 

Gin 

Gin 

lie 

Leu lie 

65 




70 


75 




80 

Arg Gin 

Leu 

Gin 

Glu 

Gin His 

Tyr Gin Gin 

Tyr 

Met 

Gin 

Gin 

Leu Tyr 




85 


90 





95 


His 


<210> 6043 
<211> 558 
<212> DNA 

<213> Homo sapiens 
<400> 6043 

tttttttttt tttttttttt tttgacattc aaa'cacaagc tttaatagga gatatcaagg 
60 

cacagggtgg agggaggggg ttgctccagg gaattctgaa tgtcccagtt catgcagaag 
12 0 

ttcaaggtgt cttgtacaac ccactgggga aacaggatct gggaccggtg cgggcacatt 
180 

ctcctggccc agcacagggg cggtgccacc cacattcggc ccgggtcttg cctaatacat 
240 

gttttggtaa acactcggtc agagcaccct ctgttttttc cagtcccgaa gctccccgca 
300 

ggaatccaca cccccgcccc acccctctcg ggacacggat tcaatgtccc tggtgggtca 
360 

tctggccttt tcggcctgtg atgtgattcg agcggtgcta tctttaacct cgggcagggg 
420 

tgttctcccc cgtcgacgtt gctcagataa cagtcctgca attccatggg ggtggcggca 
480 

cccggggtct ggcaaagcat aggggcctgc ttgtgtcccc tgctgctgcc ccaagtagtc 
540 

agaggaggat gtgaattc 
558 

<210> 6044 
<211> 152 
<212> PRT 

<213> Homo sapiens 
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<400> 6044 


Met 

Leu Cys 

Gin 

Thr 

Pro 

Gly 

Ala 

Ala 

Thr 

Pro 

Met 

Glu 

Leu 

Gin Asp 

1 




5 





10 





15 


Cys 

Tyr 

Leu 

Ser 

Asn 

Val 

Asp 

Gly 

Gly 

Glu 

His 

Pro 

Cys 

Pro 

Arg 

Leu 




20 





25 





30 



Lys 

He. 

Ala 

Pro 

Leu 

Glu 

Ser 

His 

His 

Arg 

Pro 

Lys 

Arg 

Pro 

Asp Asp 



35 





40 





45 




Pro 

Pro Gly 

Thr 

Leu 

Asn 

Pro 

Cys 

Pro 

Glu 

Arg Gly 

Gly 

Ala 

Gly Val 


50 





55 





60 





Trp 

lie 

Pro 

Ala 

Gly 

Ser 

Phe 

Gly 

Thr 

Gly 

Lys 

Asn 

Arg 

Gly 

Cys 

Ser 

65 





70 





75 





80 

Asp Arg 

Val 

Phe 

Thr 

Lys 

Thr 

Cys 

lie 

Arg 

Gin Asp 

Pro 

Gly 

Arg 

Met 





85 





90 





95 


Trp Val 

Ala 

Pro 

Pro 

Leu 

Cys 

Trp 

Ala 

Arg 

Arg 

Met 

Cys 

Pro 

His 

Arg 




100 





105 





110 



Ser 

Gin 

lie 

Leu 

Phe 

Pro 

Gin 

Trp 

Val 

Val 

Gin 

Asp Thr 

Leu 

Asn 

Phe 



115 





120 





125 




Cys 

Met 

Asn 

Trp 

Asp 

He 

Gin 

Asn 

Ser 

Leu 

Glu 

Gin 

Pro 

Pro 

Pro 

Ser 


130 





135 





140 





Thr 

Leu 

Cys 

Leu 

Asp 

lie 

Ser 

Tyr 










145 150 

<210> 6045 

<211> 1916 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 6045 

acgcgtgtcg agacgcactt ccagccccgc ggcgctggcg aaggtggccc ctacggctgc 
60 

aaggacgctc tgcgccagca gctccgctcg gcgcgagagg tgattgcagt ggtcatggac 
120 

gtgttcacag acatcgacat cttcagagac ctgcaagaaa tatgcaggaa acagggagtt 
180 

gctgtgtata tccttctgga ccaggctctc ctctctcaat ttctggatat gtgcatggat 
240 

ctgaaagttc atcctgaaca ggaaaagtta atgacagttc ggactatcac aggaaatatc 
300 

tactatgcaa ggtcaggaac taagattatt gggaaggttc acgaaaagtt cacgttgatt 
360 

gatggcatcc gcgtggcaac aggctcctac agttttacat ggacggatgg caaattaaac 
420 

agcagtaact tggtaattct gtctggccaa gtggttgaac actttgatct ggagttccga 
480 

atcctgtatg cccagtccaa gcccatcagc cccaaactcc tgtctcactt ccagagcagc 
540 

aacaagtttg atcacctcac caaccgaaaa ccacagtcca aggagctcac cctgggcaac 
600 

ctgctgcgga tgcggctggc taggctgtca agtactccca ggaaggcgga cctggaccca 
660 

gagatgcccg cagagggcaa ggcagagcgc aagccccatg actgtgagtc ctctactgtt 
720 

agtgaggaag actacttcag cagccacagg gacgagctcc agagcagaaa ggccattgac 
700 
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gctgccactc 

840 

aaacagagcc 

a 99agaggag 

atgccagggc 

tgagtgtgag 

tgaggtggga 

acacaaacca 

900 

gcatcaccac 

agcatgtgct 

ggtacccaga 

ctgcagtcat 

caccaggata 

gcaagctctc 

960 

aaaccacgat 

ttggtccaga 

tcgaccacta 

ctcagactga 

catggatgag 

aacattctct 

1020 

ttcctcgagg 

aactcaatct 

acagaagggt 

caccagtctc 

aaaaatgtct 

gtatcgagat 

1080 

cttccagttt 

gaagtcttcc 

tcctctgtgt 

cttcccaagg 

ctctgtggca 

agctccactg 

1140 

gttctcccgc 

ttccatcaga 

accactgact 

tccacaatcc 

tggctatccc 

aagtacctgg 

1200 

gcacccccca 

cctggaactg 

tacttgagtg 

actcacttag 

aaacttgaac 

aaagagcggc 

1260 

aattccactt 

cgctggtatc 

aggtcccggc 

tcaaccacat 

gctggctatg 

ctgtcaagga 

1320 

gaacactctt 

tactgaaaac 

caccttggcc 

ttcattctgg 

caatttcagc 

agagttaatt 

1380 

tgcttgctgt 

tagagatgta 

gcactttatc 

cttcctatca 

gtaactgctc 

cgtgttcaga 

1440 

ctcctggttt 

cttccaggct 

tacagtggac 

atcatcagct 

tcctgcttta 

aaaaatatct 

1500 

tatgtcccta 

attgcctttc 

ttttacctga 

ctttgtcacc 

tttgttgtct 

ttgaattctt 

1560 

taggctgcat 

attattttac 

atgctttgtt 

ttgtcatgta 

tataccaggt 

attggtttta 

1620 

tggtttaaac 

actatggata 

caggggtttg 

ttttgcacaa 

ttttaatagt 

catgcactac 

1680 

ataatgatgt 

tttggtcaat 

gacagaccac 

gtatatgttg 

gcagtctcat 

aagattataa 

1740 

tactgtattt 

ttactatacc 

ttttctgtgt 

ttagatacaa 

ataccattat 

gttacagttg 

1800 

cctacagtat 

tcagtgcagt 

aacatgatgt 

acaggtttgt 

agcctgtttt 

gcatttttct 

1860 

taggttgtat 

gctcttctgt 

tttaaaggtt 

tgaatcacca 

gcatttttgt 

gatcaaaatc 

ctatttagaa 

aaaataaaac 

tactttctgt 

ttaaaaaaaa 

aacaaa 


19X6 

<210> 6046 
<211> 457 
<212 > PRT 

<213 > Homo sapiens 


<400> 6046 


Thr Arg 

Val 

Glu 

Thr 

His 

Phe 

Gin 

Pro 

Arg 

Gly 

Ala 

Gly 

Glu 

Gly 

Gly 

1 



5 





10 





15 


Pro Tyr 

Gly 

Cys 

Lys 

Asp Ala 

Leu Arg 

Gin 

Gin 

Leu 

Arg 

Ser 

Ala 

Arg 



20 





25 





30 



Glu Val 

He 

Ala 

Val 

Val 

Met 

Asp 

Val 

Phe 

Thr 

Asp 

lie 

Asp 

lie 

Phe 


35 





40 





45 




Arg Asp 

Leu 

Gin 

Glu 

lie 

Cys 

Arg 

Lys 

Gin 

Gly 

Val 

Ala 

Val 

Tyr 

lie 

50 





55 





60 





Leu Leu 

Asp 

Gin 

Ala 

Leu 

Leu 

Ser 

Gin 

Phe 

Leu 

Asp 

Met 

Cys 

Met 

Asp 
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65 



70 





75 





80 

Leu Lys Val 

His 

Pro 

Glu 

Gin 

Glu 

Lys 

Leu 

Met 

Thr 

Val 

Arg 

Thr 

lie 



85 





90 





95 


Thr Gly Asn 

lie 

Tyr 

Tyr 

Ala 

Arg 

Ser 

Gly 

Thr 

Lys 

lie 

lie 

Gly 

Lys 


100 





105 





110 



Val His Glu 

Lys 

Phe 

Thr 

Leu 

lie 

Asp 

Gly 

lie 

Arg 

Val 

Ala 

Thr 

Gly 

115 





120 





125 




Ser Tyr Ser 

Phe 

Thr 

Trp 

Thr Asp Gly 

Lys 

Leu 

Asn 

Ser 

Ser 

Asn 

Leu 

130 




135 





140 





Val lie Leu 

Ser 

Gly 

Gin 

Val 

Val 

Glu 

His 

Phe 

Asp 

Leu 

Glu 

Phe 

Arg 

145 



150 





155 





160 

lie Leu Tyr 

Ala 

Gin 

Ser 

Lys 

Pro 

lie 

Ser 

Pro 

Lys 

Leu 

Leu 

Ser 

His 



165 





170 





175 


Phe Gin Ser 

Ser 

Asn 

Lys 

Phe 

Asp 

His 

Leu 

Thr 

Asn 

Arg 

Lys 

Pro 

Gin 


180 





185 





190 



Ser . Lys Glu 

Leu 

Thr 

Leu 

Gly Asn 

Leu 

Leu 

Arg 

Met 

Arg 

Leu 

Ala 

Arg 

195 





200 





205 




Leu Ser Ser 

Thr 

Pro 

Arg 

Lys 

Ala 

Asp 

Leu 

Asp 

Pro 

Glu 

Met 

Pro 

Ala 

210 




215 





220 





Glu Gly Lys 

Ala 

Glu 

Arg 

Lys 

Pro 

His 

Asp 

Cys 

Glu 

Ser 

Ser 

Thr 

Val 

225 



230 





235 





240 

Ser Glu Glu 

Asp 

Tyr 

Phe 

Ser 

Ser 

His 

Arg 

Asp 

Glu 

Leu 

Gin 

Ser 

Arg 



245 





250 





255 


Lys Ala lie 

Asp 

Ala 

Ala 

Thr 

Gin 

Thr 

Glu 

Pro 

Gly 

Glu 

Glu 

Met 

Pro 


260 





265 





270 



Gly Leu Ser 

Val 

Ser 

Glu 

Val 

Gly Thr 

Gin 

Thr 

Ser 

lie 

Thr 

Thr 

Ala 

275 





280 





285 




Cys Ala Gly 

Thr 

Gin 

Thr 

Ala 

Val 

lie 

Thr 

Arg 

lie 

Ala 

Ser 

Ser 

Gin 

290 




295 





300 





Thr Thr He 

Trp 

Ser 

Arg 

Ser 

Thr 

Thr 

Thr 

Gin 

Thr 

Asp 

Met 

Asp 

Glu 

305 



310 





315 





320 

Asn lie Leu 

Phe 

Pro 

Arg 

Gly Thr 

Gin 

Ser 

Thr 

Glu 

Gly 

Ser 

Pro 

Val 



325 





330 





335 


Ser Lys Met 

Ser 

Val 

Ser Arg 

Ser 

Ser 

Ser 

Leu 

Lys 

Ser 

Ser 

Ser 

Ser 


340 





345 





350 



Val Ser Ser 

Gin 

Gly 

Ser 

Val 

Ala 

Ser 

Ser 

Thr 

Gly 

Ser 

Pro 

Ala 

Ser 

355 





360 





365 




lie Arg Thr 

Thr 

Asp 

Phe 

His 

Asn 

Pro 

Gly 

Tyr 

Pro 

Lys 

Tyr 

Leu 

Gly 

370 




375 





380 





Thr Pro His 

Leu 

Glu 

Leu 

Tyr 

Leu 

Ser 

Asp 

Ser 

Leu 

Arg 

Asn 

Leu 

Asn 

385 



390 





395 





400 

Lys Glu Arg 

Gin 

Phe 

His 

Phe 

Ala Gly 

lie 

Arg 

Ser 

Arg 

Leu 

Asn 

His 



405 





410 





415 


Met Leu Ala 

Met 

Leu 

Ser Arg 

Arg 

Thr 

Leu 

Phe 

Thr 

Glu 

Asn 

His 

Leu 


420 





425 





430 



Gly Leu His 

Ser 

Gly 

Asn 

Phe 

Ser Arg 

Val 

Asn 

Leu 

Leu 

Ala 

Val 

Arg 

435 





440 





445 




Asp Val Ala 

Leu 

Tyr 

Pro 

Ser 

Tyr 

Gin 








450 




455 










<210> 6047 














<211> 773 















<212 > DNA 

<213 > Homo sapiens 
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<400> 6047 

ggatcctgac ccccgagctt 
60 

ccaccgtgtg gccacagcgt 
120 

gatgggaaat gggggatctc 
180 

gaggatgggg caagggatcc 
240 

gcagggaaga tgaccttctg 
300 

aatggtgcaa acagctcttc 
360 

agccgggtgg gcggcagctc 
420 

tcttcaccat gactcagtcc 
480 

tcggcaatgc tgacatgatc 
540 

tcatggacat ctcagatttc 
600 

acttcccaga gccccccaac 
660 

tgggcccaga ggtgcccccg 
720 

tgcaggctcg gaacagctgc 
773 

<210> 6048 
<211> 129 
<212> PRT 

<213> Homo sapiens 


<400> 6048 


Met 

1 

Val 

Lys 

Arg 

Val 

5 

Ser 

Arg 

Ser 

Cys 

Arg 

20 

Pro 

Pro 

Gly 

Thr 

Thr 

35 

Leu 

Glu 

Lys 

His 

Leu 

50 

Pro 

Ser 

Ala 

Cys 

Gly 

65 

Tyr 

Gly 

Ser 

Cys 

Arg 

70 

Pro 

His 

Pro 

Pro 

Ser 

85 

Leu 

Met 

Arg 

Ser 

Pro 

100 

He 

Ser 

Glu 

Asp 

Ala 

Ala 

115 

Arg 

Arg 

Arg 


gcgcccctcg ggccctccat 
ctcctagcgg cctccttacc 
atcgcttgtg agtagaggag 
ggtgtccaac tctgtgtgtc 
gcccctaagc aggcggaagg 
tccagtgtgg tccccgtgct 
ctggacctca attgcttttt 
ggcccttcgc ccctgcagct 
cagccggacc tgacgccact 
tttaccaact cccgcctccc 
ttcagccccg tggttgactc 
gcttcctcgg ccatgaccca 
cctgcccctg tgcctgctac 


Glu 

Met 

Ser 

Asp 

10 

Lys 

Gly 

Ser 

Ser 

25 

Ser 

Gly 

Ser 

Cys 

40 

Leu 

His 

His 

Leu 

55 

Gly 

Ala 

Arg 

Arg 

Asp 

Thr 

Gin 

Ser 

Trp 

75 

Ser 

Pro 

Gin 

Ser 

90 

Leu 

His 

Gin 

Glu 

105 

Leu 

Thr 

Cys 

Gly 

120 

His 

Thr 

Val 


tcagtcccgg gccgacagcg 
taggggtcgg gtgagctcct 
actttggggg gaaagtgatg 
cctgcagctc ccgtagccca 
caggtggccg ccgccggagc 
gctgggggac ccagaggagg 
gtccgacatc tcggacactc 
gccgcctgag gatgcctacg 
gcagccaagc ctggatgact 
acagccgccc atgccttcaa 
cctcttcagc agtgggaccc 
cctctctgga cacagccgtc 
taaatgaatt gcg 


Lys Gin Leu Arg Ser 
15 

Ser Pro Ser Ser Thr 
30 

Cys Ser Gly Gly Gly 
45 

Ser Ser Ser Leu Leu 
60 

Thr Pro Asp Pro Leu 
80 

Leu Tyr Ser Gin Ala 
95 

Arg Pro Leu Gly Lys 
110 

Ala Leu Ser Ala Arg 
125 
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<210> 6049 
<211> 479 
<212> DNA 

<213> Homo sapiens 
<4 00> 6049 

accggttttt cttcccccag tccctcagct gctgctgctg ctcaggaggt cagatctgcc 
60 

actgatggta ataccagcac cactccgccc acctctgcca agaagagaaa gttaaacagc 
120 

agcagcagta gcagcagtaa cagtagtaac gagagagaag actttgattc cacctcttcc 
180 

tcctcttcca ctcctccttt acaacccagg gattcggcat ccccttcaac ctcgtccttc 
240 

tgcctggggg tttcagtggc tgcttccagc cacgtaccga tacagaagaa gctgcgtttt 
300 

gaagacaccc tggagtttgt agggtttgat gcgaagatgg ctgaggaatc ctcctcctcc 
360 

tcctcctcat cttcaccaac tgctgcaaca tctcaggagc agcaacttaa aaataagagt 
420 

atattaatct cttctgtggg ttcggtgcat catgcagacg ggctagccga atcttctac 
479 

<210> 6050 
<211> 159 
<212 > PRT 

<213 > Homo sapiens 
<400 > 6050 


Thr Gly 

Phe 

Ser 

Ser 

Pro 

Ser 

Pro 

Ser 

Ala 

Ala 

Ala 

Ala 

Ala 

Gin 

Glu 

1 




5 





10 





15 


Val 

Arg 

Ser 

Ala 

Thr 

Asp 

Gly 

Asn 

Thr 

Ser 

Thr 

Thr 

Pro 

Pro 

Thr 

Ser 




20 





25 





30 



Ala 

Lys 

Lys 

Arg 

Lys 

Leu 

Asn 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Asn 

Ser 



35 





40 





45 




Ser 

Asn 

Glu 

Arg 

Glu 

Asp 

Phe 

Asp 

Ser 

Thr 

Ser 

Ser 

Ser 

Ser 

Ser 

Thr 


50 





55 





60 





Pro 

Pro 

Leu 

Gin 

Pro 

Arg 

Asp 

Ser 

Ala 

Ser 

Pro 

Ser 

Thr 

Ser 

Ser 

Phe 

65 





70 





75 





80 

Cys 

Leu 

Gly 

Val 

Ser 

Val 

Ala 

Ala 

Ser 

Ser 

His 

Val 

Pro 

He 

Gin 

Lys 





85 





90 





95 


Lys 

Leu 

Arg 

Phe 

Glu 

Asp 

Thr 

Leu 

Glu 

Phe 

Val 

Gly 

Phe 

Asp 

Ala 

Lys 




100 





105 





110 



Met 

Ala 

Glu 

Glu 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Pro 

Thr 

Ala 



115 





120 





125 




Ala 

Thr 

Ser 

Gin 

Glu 

Gin 

Gin 

Leu 

Lys 

Asn 

Lys 

Ser 

lie 

Leu 

lie 

Ser 


130 





135 





140 





Ser 

Val 

Gly 

Ser 

Val 

His 

His 

Ala 

Asp 

Gly 

Leu 

Ala 

Glu 

Ser 

Ser 


145 





150 





155 







<210> 6051 
<2 11> 2404 
<2 12> DNA 

<213> Homo sapiens 
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<400> 6051 

attaacaatg gaagtgataa 
60 

tttcttccat cggttgatcc 
120 

ttacagcagc gtcgatttaa 
180 

gaacttcttg cacagccaca 
240 

cgctaccagg aagtttgtag 
300 

aaggtaatgc aggtggtgaa 
360 

tggggcattg gagactccat 
420 

gagagccagc acagtgaatg 
480 

ctcttgaatg ctggcgatga 
540 

agtgatgttt gttatcgaca 
600 

gctcttgaat ttcatggtgt 
660 

atgttgtgcg tagatgtagc 
720 

cttgaagaga agctgaaaag 
780 

ggtctcctgg atcagatctc 
840 

attgaaaata aagaaaatgt 
900 

aaacaaagat gtgaagacat 
960 

ttgtttaaat gtgaagaaga 
1020 

gctctgctta agactcacat 
1080 

gaaaagcata gaaaatttgt 
1140 

ctacaggcca cagttgtgtt 
1200 

acacttcctc gactgaacag 
1260 

catagattgg aaatggctat 
1320 

ccagaagagc ctgaagctat 
1380 

aaatcacttt tggatagatt 
1440 

tttgggagtc caagtgacat 
1500 

gttaatctca aaaggcagca 
1560 


aggaaatcag caagagaaag 
tgaaacagtt cttcagacag 
tggctcagac ggaggggttt 
ggttatgaaa ttattagatt 
gcaacgtagc aagcgcacac 
ctggctagaa gggcctggat 
tagggcctcc caggccctac 
gtttgcagtg tatgtggaac 
ggaagatctt gtggaactaa 
ggccagtcag ctggaattta 
tgcccaagat ttgtctcagc 
accagctgat ggagcatcga 
tgttgatgtg ggattgcaag 
caatcaggca tccnntgggc 
ggaccacata caaggagtga 
ggtagatgtg cgaaggttaa 
tgctgccaag gcagtagaat 
cagattgggc gatgatgctc 
tgatgttgca cagagcactt 
atgccagtct ttgcgctgca 
agtatggaaa caatttacaa 
tgcatttcac tcaaatgctg 
taatgatgag gagcaatttg 
aactgttcca gtagtttatc 
ggcttctact gcagaaaaca 
gctgagacat cctgaaatgg 


aaaggtctgt ggatttaaac 
ggcatgaatt gttgtccgaa 
catggtctcc tatggatgat 
cactccgaga gcaatatacc 
agttagaaga gattcaacag 
cagaacaact aagagcccag 
agcagaaaca cgaagagatt 
ttaatcagca aattgcagca 
agtcactgca gcaacaactt 
ggcaaaatct cttacaagca 
agttggatgg cttattaggg 
ttcagcaaac tttaaaactg 
gtttgcgtga aaaaggtcaa 
ctatggaaag gatgntaacc 
tggaagatat gcagcttaga 
agatgcttca gatggtgcag 
ggctaagtga acttctggat 
aagaaacgaa agttttgctg 
atgactatgg caggcagttg 
cttctcggtc atctggggat 
tagcatctga agagagagta 
aaaagatttt gcaggactgt 
atgaaattga agcagttggg 
ctgatggaac cgaacaatat 
tcagagacag gatgaaacta 
tgaccacaga gagctaatag 
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ctaccagcta 

1620 

cctacagatt 

tgcagttcat 

aatcccgcat 

gttgtcaaca 

tactacagca 

ttagccacca 

1680 

caccttaaga 

tgcatttcac 

agccaaaata 

agtctcattt 

cttttcatga 

cacatttctc 

1740 

tttacatgtt 

aacaccttgc 

tactaccaag 

gcataattac 

ttaacatgct 

tcgaggctgt 

1800 

agattccaag 

tatcttaaaa 

gaaggaacta 

taaacattgc 

actgaaaact 

tgctttaaag 

1860 

ctttacctga 

cctgtcagtt 

tgtagacaaa 

caactgataa 

taagctttga 

atggtgctaa 

1920 

taagagtagg 

aattctctct 

attaaaaaga 

aaaaaaaaag 

ttgcccttcc 

tccacaggtg 

1980 

atttagtaaa 

tttagacagt 

agttaaactc 

ttgttagtag 

acagtggtgt 

cctcaaaatt 

2040 

ttactttgta 

attcttcaga 

attgattatt 

tttattgtgt 

caatacagag 

aaagcctttc 

2100 

agatctttga 

tatatcatag 

tcattaaaag 

accttttcct 

atttgtattg 

ataatgtatt 

2160 

aaaagttgtt 

tgtgcttaat 

aaaagacttc 

tttaaacatc 

ttatttaatt 

tagtagttac 

2220 

atcctatttc 

caaacatgag 

tgccttattt 

aaaagggcat 

tcttaggact 

gtgaggatgg 

2280 

tttaatattt 

gttttttcat 

ggtggttgca 

tgtattttag 

acaggaaata 

catatgtaag 

2340 

catgtgtata 

taataaataa 

gcatgtttta 

tcatgaaaaa 

ttattgtgaa 

caatttagat 

2400 

caac 

2404 

<210> 6052 
<211> 518 
<212> PRT 
<213> Homo 

<4 00> 6052 

ctttaagaac 

sapiens 

ttattaataa 

tggaatacta 

tttctaattg 

ttctcttttt 


He 

Asn 

Asn 

Gly 

Ser 

Asp 

Lys 

Gly 

Asn 

Gin 

Gin 

Glu 

Lys 

Glu 

Arg 

Ser 

1 




5 





10 





15 


Val 

Asp 

Leu 

Asn 

Phe 

Leu 

Pro 

Ser 

Val 

Asp 

Pro 

Glu 

Thr 

Val 

Leu 

Gin 




20 





25 





30 



Thr Gly 

His 

Glu 

Leu 

Leu 

Ser 

Glu 

Leu 

Gin 

Gin 

Arg 

Arg 

Phe 

Asn 

Gly 



35 





40 





45 




Ser 

Asp 

Gly 

Gly 

Val 

Ser 

Trp 

Ser 

Pro 

Met 

Asp 

Asp 

Glu 

Leu 

Leu 

Ala 


50 





55 





60 





Gin 

Pro 

Gin 

Val 

Met 

Lys 

Leu 

Leu 

Asp 

Ser 

Leu 

Arg 

Glu 

Gin 

Tyr 

Thr 

65 





70 





75 





80 

Arg 

Tyr 

Gin 

Glu 

Val 

Cys 

Arg 

Gin 

Arg 

Ser 

Lys 

Arg 

Thr 

Gin 

Leu 

Glu 





85 





90 





95 


Glu 

lie 

Gin 

Gin 

Lys 

Val 

Met 

Gin 

Val 

Val 

Asn 

Trp 

Leu 

Glu 

Gly 

Pro 




100 





105 





110 



Gly 

Ser 

Glu 

Gin 

Leu 

Arg 

Ala 

Gin 

Trp 

Gly 

lie 

Gly 

Asp 

Ser 

lie 

Arg 



115 





120 





125 




Ala 

Ser 

Gin 

Ala 

Leu 

Gin 

Gin 

Lys 

His 

Glu 

Glu 

lie 

Glu 

Ser 

Gin 

His 
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130 





135 


Ser 

Glu 

Trp 

Phe 

Ala 

Val 

Tyr 

Val 

145 





150 



Leu 

Leu 

Asn 

Ala 

Gly Asp 

Glu 

Glu 





165 




Gin 

Gin 

Gin 

Leu 

Ser Asp 

Val 

Cys 




180 





Phe 

Arg 

Gin 

Asn 

Leu 

Leu 

Gin 

Ala 



195 





200 

Gin 

Asp 

Leu 

Ser 

Gin 

Gin 

Leu 

Asp 


210 





215 


Asp 

Val 

Ala 

Pro 

Ala 

Asp 

Gly 

Ala 

225 





230 



Leu 

Glu 

Glu 

Lys 

Leu 

Lys 

Ser 

Val 





245 




Glu 

Lys 

Gly 

Gin 

Gly Leu 

Leu 

Asp 




260 





Gly 

Pro 

Met 

Glu 

Arg 

Met 

Xaa 

Thr 



275 





280 

His 

He 

Gin 

Gly 

Val 

Met 

Glu 

Asp 


290 





295 


Glu 

Asp 

Met 

Val 

Asp 

Val 

Arg 

Arg 

305 





310 



Leu 

Phe 

Lys 

Cys 

Glu 

Glu 

Asp 

Ala 





325 




Glu 

Leu 

Leu 

Asp 

Ala 

Leu 

Leu 

Lys 




340 





Ala 

Gin 

Glu 

Thr 

Lys 

Val 

Leu 

Leu 



355 





360 

Val 

Ala 

Gin 

Ser 

Thr 

Tyr 

Asp 

Tyr 


370 





375 


Val 

Val 

Leu 

Cys 

Gin 

Ser 

Leu 

Arg 

385 





390 



Thr 

Leu 

Pro 

Arg 

Leu 

Asn 

Arg 

Val 





405 




Glu 

Glu 

Arg 

Val 

His 

Arg 

Leu 

Glu 




420 





Ala 

Glu 

Lys 

lie 

Leu 

Gin 

Asp 

Cys 



435 





440 

Asp 

Glu 

Glu 

Gin 

Phe 

Asp 

Glu 

lie 


450 





455 


Asp Arg 

Leu 

Thr 

Val 

Pro 

Val 

Val 

465 





470 



Phe Gly 

Ser 

Pro 

Ser Asp 

Met 

Ala 





485 




Arg Met 

Lys 

Leu 

Val 

Asn 

Leu 

Lys 




500 





Met 

Val 

Thr 

Thr 

Glu 

Ser 




515 


Glu 

Leu 

Asn 

140 

Gin 

Gin lie Ala 

Ala 

Asp 

Leu 

155 

Val 

Glu 

Leu Lys Ser 

160 

Leu 

Tyr 

170 

Arg 

Gin 

Ala 

175 

Ser Gin Leu 

Glu 

185 

Ala 

Leu 

Glu 

Phe 

190 

His Gly Val 

Ala 

Gly 

Leu 

Leu 

Gly 

205 

Met Leu Cys 

Val 

Ser 

lie 

Gin 

220 

Gin 

Thr Leu Lys 

Leu 

Asp 

Val 

235 

Gly 

Leu 

Gin Gly Leu 

240 

Arg 

Gin 

250 

lie 

Ser 

Asn 

255 

Gin Ala Ser 

Xaa 

265 

lie 

Glu 

Asn 

Lys 

270 

Glu Asn Val 

Asp 

Met 

Gin 

Leu 

Arg 

285 

Lys Gin Arg 

Cys 

Leu 

Lys 

Met 

300 

Leu 

Gin Met Val 

Gin 

Ala 

Lys 

315 

Ala 

Val 

Glu Trp Leu 

320 

Ser 

Thr 

330 

His 

lie 

Arg 

335 

Leu Gly Asp 

Asp 

345 

Glu 

Lys 

His 

Arg 

350 

Lys Phe Val 

Asp 

Gly 

Arg 

Gin 

Leu 

365 

Leu Gin Ala 

Thr 

Cys 

Thr 

Ser 

380 

Arg 

Ser Ser Gly 

Asp 

Trp 

Lys 

395 

Gin 

Phe 

Thr lie Ala 

400 

Ser 

Met 

410 

Ala 

lie 

Ala 

415 

Phe His Ser 

Asn 

425 

Pro 

Glu 

Glu 

Pro 

430 

Glu Ala lie 

Asn 

Glu 

Ala 

Val 

Gly 

445 

Lys Ser Leu 

Leu 

Tyr 

Pro 

Asp 

460 

Gly 

Thr Glu Gin 

Tyr 

Ser 

Thr 

475 

Ala 

Glu 

Asn lie Arg 

480 

Asp 

Arg 

490 

Gin 

Gin 

Leu 

495 

Arg His Pro 

Glu 

505 




510 



<210> 6053 

<211> 3257 

<212 > DNA 

<213 > Homo sapiens 
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< 400 > 6053 

nngggcccct tgtcaggagg 
60 

tttggctgcc gacgtgattc 
120 

ttgggtctcc gtggttcagg 
180 

gtttatcggg aggagattgt 
240 

cagcggcagg aatagcaggc 
300 

tcgtgtaatc gcaaaaccca 
360 

agaaagaagg tgacacggaa 
420 

ggccgcgtca tgatggcccg 
480 

gggacatgta cactcttctt 
540 

gccatccctg tatttgctgc 
600 

agcttcagtg accctggagt 
660 

atggagatag aagctaccaa 
720 

aagaatttcc agataaacaa 
780 

ttccggcctc cccgggcctc 
840 

catcactgcc cctgggtggg 
900 

ttcatccttt ctctctccct 
960 

gccctcaaat ctttgaaaat 
1020 

ctagaagtcc tcatttgctt 
1080 

actttcctcg tggctctcaa 
1140 

aagaatcgcg tccagaatcc 
1200 

ctgtgtggcc ccttgccccc 
1260 

agtggaagtc gacctcccag 
1320 

gcccccacag aacacctgaa 
1380 

atgccacctc cagagccccc 
1440 

atctatggaa gagacttttg 
1500 

gttaaacctg agacagagag 
1560 


agacagcctc ccggcccggg 
cctgggacgg tccgtttcct 
ccggctcccc cttcctggtc 
cttccagggc tagcaattgg 
aacgtgattt caaagctggg 
ttttggagca ggaattccaa 
atgggagaaa ctcccaggca 
gcaaaagggc attttctacc 
cgcctttgag tgccgctacc 
catgctcttc cttttctcca 
gattcctcgg gcgctaccag 
tggtgcggtg ccccagggcc 
ccagattgtg aaactgaaat 
ccattgcagc atctgtgaca 
gaattgtgtt ggaaagagga 
cctcacaatc tatgtcttcg 
tggcttcittg gagacattga 
ctttacactc tggtccgtcg 
ccagacaacc aatgaagaca 
ctacagccat ggcaatattg 
cagtgtgctg gatcgaaggg 
tactcaagag accagtagca 
ctcaaatgag atgccggagg 
agagccacca caggaggcag 
tttgtgttta attagggcta 
caagtaagct gtccctttta 


gaggacaagt cgctgccacc 
gccgtcagct gccggccgag 
tcccttctcc cgctgggccg 
acttttgatg atgtttgacc 
ctcagcctct gtttcttctc 
tcatgtctgt gatggtggtg 
ggaacacctt ttgctgtgat 
tgaccctttt cctcatcctg 
tggctgttca gctgtctcct 
tggctacacf gttgaggacc 
atgaagcagc tttcatagaa 
agagaccacc gcctcgtatc 
actgttacac atgcaagatc 
actgtgtgga gcgcttcgac 
actaccgcta cttctacctc 
ccttcaacat cgtctatgtg 
aagaaactcc tggaactgtt 
tgggactgac tggatttcat 
tcaaaggatc atggacaggg 
tgaagaactg ctgtgaagtg 
gtattttgcc actggaggaa 
gcctcttgcc acagagccca 
acagcagcac tcccgaagag 
ctgaagctga gaagtagcct 
tgagagattt caggtgagaa 
actgtttttc tttggtcttt 
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agtcacccag ttgcacactg 
1620 

aggcagtggc agaagatgtc 
1680 

tggcactggt tctccatggc 
1740 

agatcccagc cctcctgctt 
1800 

ctggctcaaa tcctcccaag 
1860 

ctggccaggg gatcctaact 
1920 

gggtcagaag attctcctgg 
1980 

gggacaggta ccttccactt 
2040 

actctgacac ctaagcccca 
2100 

ataataattg acatttctcg 
2160 

aataagaatt tatgagatgc 
2220 

cctttctcat tagccccttt 
2280 

aggaatggca gtaataaaag 
2340 

gtgctcactt aaacactatc 
2400 

gcacaaatgg gaaaccaagg 
2460 

ccctcaaaaa aaaaaaaaat 
2520 

aagcccagca ctgctgccct 
2580 

atggtaacca cactgggggc 
2640 

gtcccagagc cacttcaccc 
2700 

ctgctctatt tcagggaaga 
2760 

tgtgttttcc tctttctaag 
2820 

aaaccggaac ttttcatcta 
2880 

ctcctccttc ccccttccat 
2940 

gaaggggttg cttgttactc 
3000 

gtagttccaa actctccatt 
3060 

gactatgaag aaaggacttt 
3120 

attatattta cttaagagaa 
3180 


gcattttctt gctgcaagct 
agtcacctct gataactgga 
ctcagccaca gggtcccctt 
ggggtcactg gtctcattct 
ctgctgcacg tgctgagtcc 
gggttcttgg ggtcttcagg 
ccaccaagtg ccagcattgc 
gttgtattta ttagtgtagc 
ctcttttccc attagatata 
tagactaccc agaaactttt 
cagcggcata gcccttcaca 
taatttgttt ttccttttga 
tctgcacttt ggtcatttct 
ccctcagact ccctgtgtga 
cacagagagg ctctcctctc 
gctaaccagt tcttccatta 
ctcgggtaac tcaccctaag 
ttcctccaag ccccgctctt 
tgggggtggg ctgtggcccc 
agatttatgt attatatgtg 
ccagggtcct gtctggatga 
tttgaaggcg attaaactgt 
ttcaagaata tgtttgtgtg 
cccaaacttc cattaaccag 
gatctatact acattctggg 
caaggagata tagtgtgaac 
caagctctat attaggatat 


tttttaaatt tctgaactca 
aaaatgggtc tcttgggccc 
ggaccccctc tcttccctcc 
ggggctaaaa gtttttgaga 
agaggcagtc acagagacct 
actgaagagg agggagagtg 
ccacaaatcc ttttaggaat 
ttctcctttg tctcccatcc 
tgtaagtagt tgtagtagag 
ttaatacctg tgccattctc 
ctctctgtct catctctcct 
ctcctgctcc cattaggagc 
tttcctcaga ggaagcctga 
ggcctgcaga ggccctgaat 
ctctcctctc cccc gatgta 
agcctcggct gagtgaggga 
gcctcggccc acctctggct 
ccagcacttc caccggcaga 
cagtcagctc tgctcaggac 
gctatatttc ctagagcacc 
cttatgcggt gggggagtgt 
gtctaatgca aacttcctgc 
tagggtgggg gtgggggttg 
ggcacccttg ggttggagag 
ctgaaggttt tcttattctg 
aggatcagga aggtagaggg 
tgttttgaag cagatggatg 
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ccgttaattg ctaataagtc ttagttatta acgcaggctc atcagggccc ccccttgggg 
3240 

aaatatttga tcagtgg 
3257 

<210> 6054 

<211 > 382 

<212> PRT 

<213 > Homo sapiens 


<400> 6054 


Leu 

Phe 

Leu 

Leu 

Ser 

Cys 

Asn 

Arg 

Lys 

Thr 

His 

Phe 

Gly 

Ala 

Gly 

lie 

1 




5 





10 





15 


Pro 

He 

Met 

Ser 

Val 

Met 

Val 

Val 

Arg 

Lys 

Lys 

Val 

Thr 

Arg 

Lys 

Trp 




20 





25 





30 



Glu 

Lys 

Leu 

Pro 

Gly 

Arg 

Asn 

Thr 

Phe 

Cys 

Cys 

Asp 

Gly 

Arg 

Val 

Met 



35 





40 





45 




Met 

Ala 

Arg 

Gin 

Lys 

Gly 

lie 

Phe 

Tyr 

Leu 

Thr 

Leu 

Phe 

Leu 

lie 

Leu 


50 





55 





60 





Gly 

Thr 

Cys 

Thr 

Leu 

Phe 

Phe 

Ala 

Phe 

Glu 

Cys 

Arg 

Tyr 

Leu 

Ala 

Val 

65 





70 





75 





80 

Gin 

Leu 

Ser 

Pro 

Ala 

lie 

Pro 

Val 

Phe 

Ala 

Ala 

Met 

Leu 

Phe 

Leu 

Phe 





85 





90 





95 


Ser 

Met 

Ala 

Thr 

Leu 

Leu 

Arg 

Thr 

Ser 

Phe 

Ser 

Asp 

Pro 

Gly 

Val 

lie 




100 





105 





110 



Pro 

Arg 

Ala 

Leu 

Pro 

Asp 

Glu 

Ala 

Ala 

Phe 

lie 

Glu 

Met 

Glu 

lie 

Glu 



115 





120 





125 




Ala 

Thr 

Asn 

Gly 

Ala 

Val 

Pro 

Gin Gly 

Gin Arg 

Pro 

Pro 

Pro 

Arg 

lie 


130 





135 





140 





Lys 

Asn 

Phe 

Gin 

lie 

Asn 

Asn 

Gin 

lie 

Val 

Lys 

Leu 

Lys 

Tyr 

Cys 

Tyr 

145 





150 





155 





160 

Thr 

Cys 

Lys 

lie 

Phe 

Arg 

Pro 

Pro Arg 

Ala 

Ser 

His 

Cys 

Ser 

lie 

Cys 





165 





170 





175 


Asp 

Asn 

Cys 

Val 

Glu 

Arg 

Phe 

Asp His 

His 

Cys 

Pro 

Trp 

Val 

Gly 

Asn 




180 





185 





190 



Cys 

Val 

Gly 

Lys 

Arg 

Asn 

Tyr 

Arg 

Tyr 

Phe 

Tyr 

Leu 

Phe 

lie 

Leu 

Ser 



195 





200 





205 




Leu 

Ser 

Leu 

Leu 

Thr 

lie 

Tyr 

Val 

Phe 

Ala 

Phe 

Asn 

lie 

Val 

Tyr 

Val 


210 





215 





220 





Ala 

Leu 

Lys 

Ser 

Leu 

Lys 

lie 

Gly 

Phe 

Leu 

Glu 

Thr 

Leu 

Lys 

Glu 

Thr 

225 





230 





235 





240 

Pro 

Gly 

Thr 

Val 

Leu 

Glu 

Val 

Leu 

lie 

Cys 

Phe 

Phe 

Thr 

Leu 

Trp 

Ser 





245 





250 





255 


Val 

Val 

Gly 

Leu 

Thr 

Gly 

Phe 

His 

Thr 

Phe 

Leu 

Val 

Ala 

Leu 

Asn 

Gin 




260 





265 





270 



Thr 

Thr 

Asn 

Glu 

Asp 

He 

Lys 

Gly 

Ser 

Trp 

Thr 

Gly 

Lys 

Asn 

Arg 

Val 



275 





280 





285 




Gin 

Asn 

Pro 

Tyr 

Ser 

His 

Gly 

Asn 

lie 

Val 

Lys 

Asn 

Cys 

Cys 

Glu 

Val 


290 





295 





300 





Leu 

Cys 

Gly 

Pro 

Leu 

Pro 

Pro 

Ser 

Val 

Leu Asp 

Arg 

Arg 

Gly 

lie 

Leu 

305 





310 





315 





320 

Pro 

Leu 

Glu 

Glu 

Ser 

Gly 

Ser 

Arg 

Pro 

Pro 

Ser 

Thr 

Gin 

Glu 

Thr 

Ser 





325 





330 





335 


Ser 

Ser 

Leu 

Leu 

Pro 

Gin 

Ser 

Pro 

Ala 

Pro 

Thr 

Glu 

His 

Leu 

Asn 

Ser 
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340 345 350 

Asn Glu Met Pro Glu Asp Ser Ser Thr Pro Glu Glu Met Pro Pro Pro 
355 360 365 

Glu Pro Pro Glu Pro Pro Gin Glu Ala Ala Glu Ala Glu Lys 
370 375 380 

< 2 1 0 > 6055 
<211> 2089 
<212> DNA 

<213 > Homo sapiens 
<400> 6055 

nnggccgggg cggagagagg cgagcaccgg gaaggggagc gtggggccgc tggaatgggt 
60 

gaatttaagg cccatcgagt acgtttcttt aattatgttc catcaggaat ccgctgtgtg 
120 

gcttacaata accagtcaaa cagattggct gtttcacgaa cagatggcac tgtggaaatt 
180 

tataacttgt cagcaaacta ctttcaggag aaatttttcc caggtcatga gtctcgggct 
240 

acagaagctt tgtgctgggc agaaggacag cgactcttta gtgctgggct caatggcgag 
300 

attatggagt atgatttaca ggcgttaaac atcaagtatg ctatggatgc ctttggagga 
360 

cctatttgga gcatggctgc cagccccagt ggctctcaac ttttggttgg ttgtgaagat 
420 

ggatctgtga aactatttca aattacccca gacaaaatcc agtttgaaag aaattttgat 
480 

cggcagaaaa gtcgcatcct gagtctcagc tggcatccct ctggtaccca cattgcagct 
540 

ggttccatag actacattag tgtgtttgat gtcaaatcag gcagcgctgt tcataagatg 
600 

attgtggaca ggcagtatat gggcgtgtct aagcggaagt gcatcgtgtg gggtgtcgcc 
660 

ttcttgtccg atggcactat cataagtgtg gactctgctg ggaaggtgca gttctgggac 
720 

tcagccactg ggacgcttgt gaagagccat ctcatcgcta atgctgacgt gcagtccatt 
780 

gctgtagctg accaagaaga cagtttcgtg gtgggcacag cgagggaaca gtcttccatt 
840 

ttcagctggt ccctgtgaca tctaacagca gtgagaagca gtgggtgcgg acaaaaccgt 
900 

tccagcatca cactcatgac gtgcgcactg tggcccacag cccaacagcg ctgatatctg 
960 

gaggcactga cacccactta gtctttcgtc ctctcatgga gaaggtggaa gtaaagaatt 
1020 

acgatgccgc tctccgaaaa atcacctttc cccaccgatg tctcatctcc tgttctaaaa 
1080 

agaggcagct tctcctcttc cagtttgctc atcacttaga actttggcga ctgggatcca 
1140 

cagttgcaac aggcaagaat ggggatactc ttccactctc taaaaatgca gatcatttac 
1200 

tgcacctaaa gacaaagggt cctgagaaca ttatctgtag ctgtatctcc ccatgtggaa 
1260 
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gttggatagc 

1320 

ctattctaca 

gtttctcggt 

tttttctcta 

tcggctgaat 

tatgaacatg 

acaacataag 

1380 

cctcaaaagg 

gtttccaaaa 

tgccagcatt 

ccttcgctct 

gcccttcaga 

ttttgttttc 

1440 

tgaagattca 

acaaagctct 

ttgtagcatc 

aaatcaagga 

gctctgcata 

ttgttcagct 

1500 

gtcaggagga 

agcttcaagc 

acctgcatgc 

tttccagcct 

cagtcaggaa 

cagtggaggc 

1560 

catgtgtctt 

ttggcagtca 

gtccagatgg 

gaattggcta 

gctgcatcag 

gtaccagtgc 

1620 

tggagtccat 

gtctacaacg 

taaaacagct 

aaagcttcac 

tgcacggtgc 

ctgcttacaa 

1680 

tttcccagtg 

actgctatgg 

ctattgcccc 

caataccaac 

aaccttgtca 

tcgctcattc 

1740 

ggaccagcag 

gtatttgagt 

acagcatccc 

agacaaacag 

tatacagatt 

ggagccggac 

1800 

tgtccagaag 

cagggctttc 

accacctttg 

gctccaaagg gatactccta 

tcacacacat 

1860 

cagttttcat 

cccaagagac 

cgatgcacat 

ccttctccat 

gatgcctaca 

tgttctgcat 

1920 

cattgacaag 

tcattgcccc 

ttccaaatga 

caaaacctta 

ctctacaatc 

catttcctcc 

1980 

cacgaatgac 

atcattgctc 

agctcccacc 

acccattaaa 

aagaagaaat 

ttggaaccta 

2040 

aaacagggca 

ctgtctgtgt 

ccttccttga 

actgtctacc 

ctgttgcttt 

tcacaaatca 

tggtaataaa 

acaagttatt 

cttgaaaaaa 

aaaaaaaaa 



2089 

<210> 6056 
<211> 285 
<212 > PRT 

<213 > Homo sapiens 


<400> 6056 


Xaa 

Ala 

Gly 

Ala 

Glu 

Arg 

Gly 

Glu 

His 

Arg 

Glu 

Gly 

Glu 

Arg 

Gly 

Ala 

1 




5 





10 





15 


Ala 

Gly 

Met 

Gly 

Glu 

Phe 

Lys 

Ala 

His 

Arg 

Val 

Arg' 

Phe 

Phe 

Asn 

Tyr 




20 





25 





30 



Val 

Pro 

Ser 

Gly 

He 

Arg 

Cys 

Val 

Ala 

Tyr 

Asn 

Asn 

Gin 

Ser 

Asn 

Arg 



35 





40 





45 




Leu 

Ala 

Val 

Ser 

Arg 

Thr 

Asp 

Gly 

Thr 

Val 

Glu 

lie 

Tyr 

Asn 

Leu 

Ser 


50 





55 





60 





Ala 

Asn 

Tyr 

Phe 

Gin 

Glu 

Lys 

Phe 

Phe 

Pro 

Gly 

His 

Glu 

Ser 

Arg 

Ala 

65 





70 





75 





80 

.Thr 

Glu 

Ala 

Leu 

Cys 

Trp 

Ala 

Glu 

Gly 

Gin 

Arg 

Leu 

Phe 

Ser 

Ala 

Gly 





85 





90 





95 


Leu 

Asn 

Gly 

Glu 

lie 

Met 

Glu 

Tyr 

Asp 

Leu 

Gin 

Ala 

Leu 

Asn 

lie 

Lys 




100 





105 





110 



Tyr 

Ala 

Met 

Asp 

Ala 

Phe 

Gly 

Gly 

Pro 

lie 

Trp 

Ser 

Met 

Ala 

Ala 

Ser 



115 





120 





125 




Pro 

Ser 

Gly 

Ser 

Gin 

Leu 

Leu 

Val 

Gly 

Cys 

Glu 

Asp 

Gly 

Ser 

Val 

Lys 


130 





135 





140 





Leu 

Phe 

Gin 

lie 

Thr 

Pro 

Asp 

Lys 

lie 

Gin 

Phe 

Glu 

Arg 

Asn 

Phe 

Asp 


5238 



WO 00/58473 


PCT/US00/08621 


145 150 155 160 

Arg Gin Lys Ser Arg He Leu Ser Leu Ser Trp His Pro Ser Gly Thr 

165 170 175 

His lie Ala Ala Gly Ser lie Asp Tyr lie Ser Val Phe Asp Val Lys 
180 185 190 

Ser Gly Ser Ala Val His Lys Met lie Val Asp Arg Gin Tyr Met Gly 
195 200 205 

Val Ser Lys Arg Lys Cys lie Val Trp Gly Val Ala Phe Leu Ser Asp 
210 215 220 

Gly Thr lie lie Ser Val Asp Ser Ala Gly Lys Val Gin Phe Trp Asp 

225 230 235 240 

Ser Ala Thr Gly Thr Leu Val Lys Ser His Leu lie Ala Asn Ala Asp 

245 250 255 

Val Gin Ser lie Ala Val Ala Asp Gin Glu Asp Ser Phe Val Val Gly 
260 265 270 

Thr Ala Arg Glu Gin Ser Ser lie Phe Ser Trp Ser Leu 
275 280 285 

<210> 6057 
<211> 3924 

<212> DNA , 

<213> Homo sapiens 

<400> 6057 

tgacataaac atcaagtatt tttgctctaa gattataatc tttacataag ttagaatata 
60 

tttaaacata agggggagct aaaagcaaat gggggtaaac aaaccagaaa aatcaaaata 
120 

caaatataca cagagccaaa atagtatttc cgtcagcagc aaaacagaaa caattccaaa 
180 

attaatgtgc aaatgaaaat aaagtagtta acagtcattc atttaataag cttgtgtatt 
240 

tgataatgaa aacgcttagc tttccttttc tgacctcgga aaagtaatca ccatctttag 
300 

taaggtatta cttttaaaag tatgacttta acaagtgaat aaagcatgtt tagagtatgt 
360 

ttatgtttag aaacaatacc ttgaacacta cagaaaacaa caatattctg aaaacccagt 
420 

ttattttcca tgtcgtggac agatccagtc agtgtgatca ggttttctgc atgtgtaata 
480 

atttatcaaa ataagttttc tcacaagact cttttccatc aactctgaaa accctgatct 
540 

gacaacatac cccaataaag ctctggacaa gcacctccta aagcttggaa gaaaatgtgc 
600 

caagtctttt cctgtaacat ttactgcact acaaatggct aaagagcaat ttatggttta 
660 

aaaggtgaat agtacaacag gtgagttcag gaaattgttt tagtgcactt tgctccagtt 
720 

ttagccaaca tgctacattt tcctttttgg tttttgtttt gttgttgttg ttttttgggg 
780 

gaaggagagg gagaccgcac aaagtggact tgaggatttc cattgtacga aaaagatatg 
840 

actctgcaag caaaacagtg taagctgcct tttttcttaa gacctggaca ttttaagaca 
900 
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gaaactttgc 

960 

atcgtcacat 

1020 

cccaagtcct 

1080 

aaaacattct 

1140 

tttcactaca 

1200 

gtatcacact 

1260 

gtatcactgc 

1320 

ttccacggtc 

1380 

agaccattct 

1440 

aagggagcac 

1500 

ctgtgttctg 

1560 

atgatctgct 

1620 

aagtttcggt 

1680 

tcgtcatcct 

1740 

cttttcaatg 

1800 

agacgaggct 

1860 

ttcactgaat 

1920 

ccaacgccaa 

1980 

cttttccatt 

2040 

acacttggac 

2100 

ccagatagct 

2160 

gatttaggat 

2220 

gtgtgtgtct 

2280 

tctctctcat 

2340 

ctcttgtctt 

2400 

ctttttcctg 

2460 

cgatgattta 

2520 


aaaacattac 

tgctagtcag 

cattcctaca 

tggttttctt 

taaattatag 

aagatttcta 

tacttgtctc 

caaacttgaa 

tctgtaactg 

atgtttcatc 

cctcaagtga 

gggaaatcac 

ttatatccct 

tctctgagcc 

ctttcaaaaa 

gctgattaag 

ttgtagatgg 

atgtggactc 

gtgtaggttt 

cagttccatt 

gtaagtcttt 

tcggaggata 

gggcgtgtag 

actcaggatt 

ctttcctccc 

catggaaaat 

tgttttctgt 


acaatttttt 

agaaatgttg 

acattcattt 

catattgaag 

ttcttcattt 

aagctgttag 

tgtgtcatca 

gtcacagatc 

ttcactaata 

attttcactg 

acttgaaaga 

tgaggcattg 

ttcttggtga 

agcacggctt 

ttcactcttc 

tttgtcaaca 

actaaagttc 

atgagggaaa 

tgtaggtgga 

cttaactggc 

tgtattacct 

ttctaagaga 

gccccacaca 

taaagacgga 

ggtttcattg 

actgctacga 

accatttctt 


attattaaat 

cagtgatgaa 

acaaagaaat 

tcccccaaaa 

ttacaattca 

gaaatccttc 

ttctcagttg 

aagccatttt 

acttggaatt 

tcttcctgcc 

acatcagttt 

ccattctctt 

gtactattgc 

tcatcttcat 

ttatcagtgc 

ggagaagagg 

ttggcagttg 

gaagttccaa 

gcagcaggtt 

tgtgacggaa 

ttcttaatga 

ggagcttggg 

cctgcagcta 

aaatcctcag 

tcaggtatgt 

gaacgggaac 

ccatgtgtac 


gagaaaatct 

gaaagtcaat 

aatgttcaac 

aatcctcttc 

ccccaaactg 

acacatcgtc 

tgggtttgaa 

tcaaaatacc 

ctctcatttc 

agcccatttc 

gtgggaaggt 

gaggaatttc 

tgttatgtaa 

gttcctcttc 

gcattcgtgt 

aatttgagcg 

atttaaaagc 

ctttattttc 

tagggactaa 

gatttcctac 

ccagcatcct 

agattttttt 

aagacttatt 

cttcaaactg 

tgttttcatg 

ttccaccatg 

gccatccatt 


catttgttac 

gttggaccaa 

acagcccaac 

taatggggta 

tatgagagat 

gtcatctgat 

agtgctgttc 

attttttctc 

atcctcagtt 

ctttaacaat 

tgaagaccga 

attttcatcg 

attaaatgag 

tactctgtct 

cagtttggtt 

attacactct 

attaaagttg 

ttttgtttgg 

acctttataa 

tactgggaat 

tggagctcta 

ggttgggtat 

gtgatttggt 

tttgcgttct 

tagtccttgg 

gtatccacct 

tttttctttc 


5240 



WO 00/58473 


PCT/U S00/0862 1 


cttccaaagt tacctccatt 
2580 

tgtcgtcgac ggttcacatc 
2640 

tcaaaattca atgacgattt 
2700 

gggaaattaa gccaggctgg 
2760 

ctcagtgaaa caaggcttca 
2820 

aacaggactg cacaggaagg 
2880 

tttttatttt gtatcctctg 
2940 

tatttgacat agagttactt 
3000 

ggctatctcc cgaattagcc 
3060 

catgtacttg ccactgttgt 
3120 

aaagcaaaaa caaaaagaaa 
3180 

agagacacac atagctatct 
3240 

ttccacgtaa ataaaagata 
3300 

gaaaaagtgt cccattgtga 
3360 

aaaggtaaaa ataaactgcc 
3420 

actactcagt acacaaatca 
3480 

ggggg aa 99g gaggcaaaaa 
3540 

tttgaaccaa aatactgaag 
3600 

gttcactact atcaattcac 
3660 

caaaattatc caaaaacact 
3720 

acacaaaacc tagatgatga 
3780 

gaggtgcccc tggcctgggg 
3840 

ttgaataatc cccttttgcc 
3900 

cgccgacccg atccgcaatg 
3924 

<210> 6058 
<211> 500 
<212> PRT 

<213> Homo sapiens 


aggacgtcca atagcagaat 
ataacgattc tctgtccatg 
caaactgctg gtcaggacct 
agcaaagtca tgctgcgcca 
acacctcatg gcaagtccca 
tgttggtttt ttctctgtaa 
aaataatatc gaagttcttt 
caagtcagct acccatactt 
aagttcttta gatttaagat 
acttgtccac tccagatgaa 
atttcacatc tgaagagcat 
caatactacc atgctgccgg 
aaaggaaaaa aactctgtat 
catgaaagag ctgaagtcaa 
atgaaacttc agcaatactc 
acgtctctca gtttcggctg 
ttaccaccag ctgaaatact 
aaatgctgcc tgggtctctt 
ttcacagacg attcttgcca 
gtaaatccaa aatggccact 
tcttcatatc tgagtaattc 
gtgccgccgc gcctgatccc 
gcttttccct cccccacaac 
ttct 


caaagccatc tgaagagttg 
caaagttttc agaatgcttc 
ttgttgatga tggtggagta 
tttaggtcca gtctctccaa 
taatagtact tacaaattcc 
tctttatttt ccagtttgta 
gaagatactt aacctacgac 
ctgttttaaa gttttcatat 
caaagtcttc tttattattc 
atatccaatt tacgagccaa 
tcctaaacat cagcatatac 
aaaactgcaa catcttaaat 
tctttcaatc tcttcattca 
aaattcctaa aactttcaat 
agtcatttga aactgctgaa 
aagaacccca acaacggggt 
gtaaccagtt atataatccg 
tttaagtagc ttgctgaatt 
attttaataa acttctgggg 
taaaatatcc agggcctttt 
aatcaccttc tgccccacca 
gggagaaggt tttcggtact 
cagtctcagt cccaaaatgg 
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<4 00> 6058 


Met 

1 

Ala 

Gin 

His 

Pro 

Ser 

Ser 

Thr 

20 

Phe 

Glu 

Lys 

35 

His 

Val 

Asn 

50 

Arg 

Arg 

Gly 

65 

Arg 

Pro 

Asn 

Arg 

Thr 

His 

Gly 

Tyr 

His 

Gly 

Gly 

100 

Lys 

Ser 

Gin 

115 

Gly 

Arg 

Lys 

130 

Glu 

Asp 

Pro 

145 

Ser 

Leu 

Asn 

Leu 

Ala 

Ala 

Gly 

Thr 

Lys 

Lys 

He 

180 

Lys 

Ser 

Arg 

195 

Ala 

Asp 

Leu 

210 

Gin 

Leu 

Pro 

225 

Val 

Lys 

Asn 

Lys 

Pro 

Ala 

Ala 

Lys 

Glu 

Asn 

Lys 

260 

Val 

“Gly 

Asn 

275 

Phe 

Ser 

Thr 

290 

Asn 

Ser 

Val 

305 

Asp 

Lys 

Leu 

Arg 

Thr 

Asp 

Lys 

Val 

Glu 

Glu 

Glu 

340 

Asp 

Asp 

Ser 

355 

Phe 

Asp 

lie 

370 

Asn 

Arg 

Asn 

385 

Ala 

Ser 

Val 

Gin 

Thr 

Asp 

Val 

Lys 

Glu 

Met 

Gly 


Asp 

Phe 

Ala 

Pro 

5 

Lys 

Val 

Leu 

Thr 

Ser 

Glu 

Asn 

Phe 

Arg 

His 

Asn 

40 

Ser 

Gly 

Gly 

55 

Asn 

Phe 

Arg 

70 

Asn 

Gly 

Thr 

85 

Ser 

Ser 

Arg 

Ser 

Leu 

His 

Glu 

Asn 

Lys 

Arg 

Glu 

120 

Arg 

Pro 

Glu 

135 

Tyr 

Glu 

Val 

150 

Trp 

Gly 

Leu 

165 

Ser 

Gin 

Ala 

Pro 

Pro 

Arg 

Met 

Leu 

Ser 

Gly 

Phe 

200 

Pro 

Gly 

Thr 

215 

Gly 

Pro 

Pro 

230 

Pro 

Thr 

Lys 

245 

Val 

Gly 

Thr 

Ser 

Asn 

Ala 

Phe 

Lys 

Val 

Lys 

Glu 

280 

Cys 

Asn 

Gin 

295 

Gin 

Pro 

Lys 

310 

Ser 

Glu 

Phe 

325 

His 

Glu 

Asp 

Glu 

Asn 

Leu 

His 

Asn 

Asn 

Phe 

Asp 

360 

Glu 

lie 

Ser 

375 

Gin 

Gin 

Leu 

390 

Ser 

Ser 

Ser 

405 

Trp 

Gin 

Glu 

Asp 


Ala 

Trp 

10 

Leu 

Asn 

Ser 

25 

Ser 

Leu 

Lys 

Ala 

Trp 

Thr 

Glu 

Ser 

Asp 

Gly 

Phe 

60 

Gly 

Arg 

Lys 

75 

Glu 

Glu 

Asn 

90 

lie 

Asn 

Arg 

105 

Ser 

Ser 

lie 

Asn 

lie 

Pro 

Asp 

Lys 

Gin 

Phe 

Glu 

140 

Arg 

Glu 

Pro 

155 

Asn 

His 

Ala 

170 

Gin 

Thr 

Leu 

185 

Leu 

Glu Tyr 

Val 

lie 

Lys 

Lys 

Val 

Val 

Gly Asn 
220 

Ser 

Val 

Tyr 

235 

Lys 

Pro 

Thr 

250 

Gin 

Trp 

Phe 

265 

Pro 

His 

Glu 

Ser 

Thr 

Ala 

Lys 

Asn 

Arg 

Ser 

Asn 

300 

Arg 

Leu 

Thr 

315 

Lys 

Leu 

Lys 

330 

Ala 

Leu 

Ser 

345 

Arg 

Ala Gly 

Ser 

Asn 

Ser 

Thr 

Asn 

Glu 

lie 

Pro 

380 

lie 

lie 

Arg 

395 

Ser 

Leu 

Glu 

410 

Ala 

Glu 

Ser 

Glu 

Asn 

Asp 


Phe 

Pro 

Thr 

Pro 

Ser 

Ser 

15 

Leu 

Asn 

Asn 

30 

Arg 

Tyr 

Asp 

45 

Asp 

Ser 

Ala 

lie 

Lys 

Asn 

Gly 

Trp 

His 

Arg 

Gly 

80 

Gly 

Phe 

His 

95 

Ala 

Gly 

Asn 

110 

Glu 

Thr 

Gly 

125 

Ala 

Glu 

Asp 

Phe 

His 

Asn 

Lys 

Ser 

His 

Thr 

Tyr 

160 

Pro 

Pro 

Pro 

175 

Asn 

Pro 

Gly 

190 

Asn 

Thr 

Lys 

205 

Leu 

Pro 

Ser 

Gin 

Gly 

Leu 

Val 

Pro 

Lys 

Ser 

Gin 

240 

Thr 

Ser 

Thr 

255 

Phe 

Gly 

Asn 

270 

Phe 

Ser 

Pro 

285 

Ser 

Ser 

Ser 

Pro 

Leu 

Thr 

Arg 

Met 

Lys 

Arg 

Asp 

320 

Arg 

Ser 

Glu 

335 

Lys 

Asp 

His 

350 

Gin 

Glu 

Arg 

365 

Gin 

Glu 

Asn 

Gly 

Ser 

Thr 

Phe 

Pro 

His 

Arg 

Leu 

400 

Leu 

Glu 

Thr 

415 

Cys 

Ala 
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Pro 

Leu 

Thr 

420 

Glu 

Asp 

Leu 

Gin 

435 

Lys 

Asn 

Gly 

lie 

450 

Cys 

Asp 

Phe 

Lys 

465 

Thr 

Thr 

Glu 

Asn 

Asp 

Asp 

Asp 

Asp 

Val 

485 




500 



<210> 6059 
<211> 1442 
<212> DNA 

<213> Homo sapiens 

<400> 6059 
aatgcattga gaactcacaa 
60 

ttaaatgtaa tgattttctt 
120 

ttaagcttaa acataaccat 
180 

gtatttgatg ctgagctatt 
240 

caaacattga ttgctttcct 
300 

atgaattggg aaaatgagag 
360 

gcttggctac aaatgcccct 
420 

ggcaatgtgt ccatcatgat 
480 

ttctttctca ctaatctctc 
540 

atgttggtaa atattggttg 
600 

ctcatcatct tcctggccct 
660 

gacagatatg tggctgtttg 
720 

tgcctaagga tggcagcctt 
780 

tccttgactc ttaacatgcc 
840 

gtgcctgcac ttctcaagtt 
900 

ttctttagtg tactaattct 
960 

atagctcaag cagtattaaa 
1020 

tgtgggtccc acatgattgt 
1080 





425 



Glu 

Met 

Arg 

440 

Glu 

Phe 

Gin 

Leu Arg 
455 

Lys 

Asn 

Gly 

lie 

Phe 

470 

Gly 

Pro 

Trp 

Lys 

Asn 

475 

Asp 

Thr 

Glu 

Thr 

Ser 

490 

Ser 


ttttccatgt gttatgcata 
taaagtaatt taaacactac 
attatacttt acaagggctt 
cattaaattt aattcagctc 
atcttacatt tttttaggag 
ctccccaaaa gagtttatac 
ttttgtggtc ctgttaatat 
ggtgtgcatt ctggatccca 
catcttagat ctctgctata 
caacaaaaag accatcagct 
aggtgctaca gagtgtctcc 
cagacccctc cactatgtag 
ctcatggctc attggtttcg 
acgctgtggt caccaggaag 
gtcatgtgct gacacaaagc 
tctaattcca gtgacattga 
aatcaggtca gcagaaggac 
ggtgtccctc ttttatggaa 


430 

Val He Ser Glu Gin 
445 

Leu Lys Asn Gly Leu 
460 

Ser Thr Phe Lys Pro 
480 

Ser Asp Thr Ser Asp 
495 


tgttacatac tttatgtcat 
tgaaaacaca ggaactactt 
tatccacttg actgtaaatt 
cagtaagagt attcaataaa 
tgcgaaataa gtgagtcatc 
tacttggctt ctcagatagg 
catacacaat caccatattt 
aacttcatac tcccatgtat 
ccacaactac agtccctcat 
atgctggctg tgtggcccac 
ttctggctgt tatgtccttt 
tcatcatgaa ttattggttc 
gcaactcagt gctgcagtct 
tggaccactt tttctgtgag 
ctattgaggc tgagctcttc 
tcctcatctc ctatggcttc 
ggcaaaaagc atttgggaca 
cagccattta tatgtatctt 
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caaccacctt catccacctc taaggactgg ggaaagatgg, tttccctctt ctatggaatc 
1140 

atcacatcca tgttgaactc cctcatctac agccttagaa ataaagatat gaaggaggcc 
1200 

ttcaagaggc tgatgccaag aatctttttc tgtaagaaat aagaagtact ccattgtgat 
1260 

gagaatcttc ttagtctttc cttatcttca atgatggtaa tgacctttga actcattttc 
1320 

ctattttcca ggctctggtg atttcactaa attctgtcaa eaattagaaa atccttcctc 
1380 

tgttggctgg gcgcggtggt tcacgcctgt aatcccagta ctttgtgggg gccaaggtgg 

1440 

gc 

1442 

<210> 6060 

<211> 313 

<212> PRT 

<213 > Homo sapiens 


<400> 6060 


Met 

Asn 

Trp 

Glu 

Asn 

Glu 

Ser 

Ser 

Pro 

Lys 

Glu 

Phe 

lie 

Leu 

Leu 

Gly 

1 




5 





10 





15 


Phe 

Ser 

Asp 

Arg 

Ala 

Trp 

Leu 

Gin 

Met 

Pro 

Leu 

Phe 

Val 

Val 

Leu 

Leu 




20 





25 





30 



He 

Ser 

Tyr 

Thr 

lie 

Thr 

lie 

Phe 

Gly 

Asn 

Val 

Ser 

lie 

Met 

Met 

Val 



35 





40 





45 




Cys 

lie 

Leu 

Asp 

Pro 

Lys 

Leu 

His 

Thr 

Pro 

Met 

Tyr 

Phe 

Phe 

Leu 

Thr 


50 





55 





60 





Asn 

Leu 

Ser 

lie 

Leu 

Asp 

Leu 

Cys 

Tyr 

Thr 

Thr 

Thr 

Thr 

Val 

Pro 

His 

65 





70 





75 





80 

Met 

Leu 

Val 

Asn 

lie 

Gly 

Cys 

Asn 

Lys 

Lys 

Thr 

lie 

Ser 

Tyr Ala 

Gly 





85 





90 





95 


Cys Val 

Ala 

His 

Leu 

lie 

lie 

Phe 

Leu 

Ala 

Leu Gly 

Ala 

Thr 

Glu 

Cys 




100 





105 





110 



Leu 

Leu 

Leu 

Ala 

Val 

Met 

Ser 

Phe 

Asp 

Arg 

Tyr 

Val 

Ala 

Val 

Cys 

Arg 



115 





120 





125 




Pro 

Leu 

His 

Tyr 

Val 

Val 

lie 

Met 

Asn 

Tyr 

Trp 

Phe 

Cys 

Leu Arg 

Met 


130 





135 





140 





Ala 

Ala 

Phe 

Ser 

Trp 

Leu 

lie 

Gly 

Phe 

Gly 

Asn 

Ser 

Val 

Leu 

Gin 

Ser 

145 





150 





155 





160 

Ser 

Leu 

Thr 

Leu 

Asn 

Met 

Pro 

Arg 

Cys 

Gly 

His 

Gin 

Glu 

Val 

Asp 

His 





165 





170 





175 


Phe 

Phe 

Cys 

Glu 

Val 

Pro 

Ala 

Leu 

Leu 

Lys 

Leu 

Ser 

Cys 

Ala Asp 

Thr 




180 





185 





190 



Lys 

Pro 

lie 

Glu 

Ala 

Glu 

Leu 

Phe 

Phe 

Phe 

Ser 

Val 

Leu 

lie 

Leu 

Leu 



195 





200 





205 




lie 

Pro 

Val 

Thr 

Leu 

lie 

Leu 

lie 

Ser 

Tyr 

Gly Phe 

lie 

Ala 

Gin 

Ala 


210 





215 





220 





Val 

Leu 

Lys 

lie 

Arg 

Ser 

Ala 

Glu 

Gly 

Arg 

Gin Lys 

Ala 

Phe Gly 

Thr 

225 





230 





235 





240 

Cys Gly 

Ser 

His 

Met 

lie 

val 

Val 

Ser 

Leu 

Phe Tyr 

Gly 

Thr 

Ala 

lie 





245 





250 





255 


Tyr 

Met 

Tyr 

Leu 

Gin 

Pro 

Pro 

Ser 

Ser 

Thr 

Ser 

Lys 

Asp 

Trp Gly 

Lys 
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260 265 270 

Met Val Ser Leu Phe Tyr Gly lie lie Thr Ser Met Leu Asn Ser Leu 
275 280 285 

lie Tyr Ser Leu Arg Asn Lys Asp Met Lys Glu Ala Phe Lys Arg Leu 
290 295 300 

Met Pro Arg He Phe Phe Cys Lys Lys 
305 310 


<210> 6061 

<211> 1582 

<212> DNA 

<213 > Homo sapiens 

<400> 6061 

nggcaggccc gcgcccgcgc ccggactttg 
60 

gggagccaca gcctgaggcc ctcaggtctc 
120 

ccatcctctt ccccaatttg ccacttccag 
180 

ggactgagtc aggagccctc tggaagcatg 
240 

ctggccaoca tctttctggc ttcgtttgca 
300 

tgccggccgc gagacctgct gcagcgctat 
360 

gccatggaga cccagtctga gccctctgag 
420 

ccccacattg aggccattct ggagaatgaa 
480 

tcccactgca ttgccatctt gaagatttgt 
540 

acaatgggct ctggggccaa gatgaagact 
600 

gccaagcgga tcagccccag ggtggatgat 
660 

cccaaactcc tggacgcacg gacgactgcc 
720 

gtgacaagga atgcctgcca tctgacggga 
780 

gctgctgagg agcatttgga agtccttcga 
840 

ggcctcccag gccctgaagg cttcctgcag 
900 

agcagctagc catgaaggcc cctgccgcca 
960 

ttttcctata gagttagttg ttctccacgg 
1020 

agcaggagat ccccgtcagt ttatgcctct 
1080 

gcagtctaat actacagtta ggggagatgc 
1140 

actggtggac tgtcagcttt atttagctca 
1200 


ccatcggcgg ggcagtcgcg ggatgcgccc 
tgcaggtgtc gtggaggaac ctagcacctg 
cagctttagc ccatgaggag gatgtgaccg 
gagactgtgg tgattgttgc cataggtgtg 
gccttggtgc tggtttgcag gcagcgctac 
gattctaagc ccattgtgga cctcattggt 
ttagaactgg acgatgtcgt tatcaccaac 
gactggatcg aagatgcctc gggtctcatg 
cacactctga cagagaagct tgttgccatg 
tcagccagtg tcagcgacat cattgtggtg 
gttgtgaagt cgatgtaccc tccgttggac 
ctgctcctgt ctgtcagtca cctggtgctg 
ggcctggact ggattgacca gtctctgtcg 
gaagcagccc tagcttctga gccagataaa 
gagcagtctg caatttagtg cctacaggcc 
tccctggatg gctcagctta gccttctact 
ctggagagtt cagctgtgtg tgcatagtaa 
tttgcagttg caaactgtgg ctggtgagtg 
cattcactct ctgcaagagg agtattgaaa 
cctagtgttt tcaagaaaat tgagccaccg 
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tctaagaaat caagaggttt cacattaaaa ttagaatttc tggcctctct cgatcggtca 
1260 

gaatgtgtgg caattctgat ctgcattttc agaagaggac aatcaattga aactaagtag 
1320 

gggtttcttc ttttggcaag acttgtactc tctcacctgg cctgtttcat ttatttgtat 
1380 

tatctgcctg gtccctgagg cgtctgggtc tctcctctcc cttgcaggtt tgggtttgaa 
1440 

gctgaggaac tacaaagttg atgatttctt ttttatcttt atgcctgcaa ttttacctag 
1500 

ctaccactag gtggatagta aatttatact tatgtttcaa aaaaaaatca tcaactttgt 
1560 

agttcctcag cttcagtcga eg 
1582 

<210> 6062 
<211> 226 
<212> PRT 

<213 > Homo sapiens 


<400> 6062 


Met 

Glu 

Thr 

Val 

Val 

lie 

Val 

Ala 

lie 

Gly 

Val 

Leu 

Ala 

Thr 

lie 

Phe 

1 




5 





10 





15 


Leu 

Ala 

Ser 

Phe 

Ala 

Ala 

Leu 

Val 

Leu 

Val 

Cys 

Arg 

Gin 

Arg 

Tyr 

Cys 




20 





25 





30 



Arg 

Pro 

Arg 

Asp 

Leu 

Leu 

Gin 

Arg 

Tyr 

Asp 

Ser 

Lys 

Pro 

lie 

Val 

Asp 



35 





40 





45 




Leu 

lie 

Gly 

Ala 

Met 

Glu 

Thr 

Gin 

Ser 

Glu 

Pro 

Ser 

Glu 

Leu 

Glu 

Leu 


50 





55 





60 





Asp Asp 

Val 

Val 

lie 

Thr 

Asn 

Pro 

His 

lie 

Glu 

Ala 

lie 

Leu 

Glu 

Asn 

65 





70 





75 





80 

Glu Asp 

Trp 

lie 

Glu 

Asp 

Ala 

Ser 

Gly 

Leu 

Met 

Ser 

His 

Cys 

lie 

Ala 





85 





90 





95 


lie 

Leu 

Lys 

lie 

Cys 

His 

Thr 

Leu 

Thr 

Glu 

Lys 

Leu 

Val 

Ala 

Met 

Thr 




100 





105 





110 



Met 

Gly 

Ser 

Gly 

Ala 

Lys 

Met 

Lys 

Thr 

Ser 

Ala 

Ser 

Val 

Ser 

Asp 

lie 



115 





120 





125 




lie 

Val 

Val 

Ala 

Lys 

Arg 

lie 

Ser 

Pro 

Arg 

Val 

Asp 

Asp 

Val 

Val 

Lys 


130 





135 





140 





Ser 

Met 

Tyr 

Pro 

Pro 

Leu 

Asp 

Pro 

Lys 

Leu 

Leu 

Asp 

Ala 

Arg 

Thr 

Thr 

145 





150 





155 





160 

Ala 

Leu 

Leu 

Leu 

Ser 

Val 

Ser 

His 

Leu 

Val 

Leu 

Val 

Thr 

Arg 

Asn 

Ala 





165 





170 





175 


Cys 

His 

Leu 

Thr 

Gly 

Gly 

Leu 

Asp 

Trp 

lie 

Asp 

Gin 

Ser 

Leu 

Ser 

Ala 




180 





185 





190 



Ala 

Glu 

Glu 

His 

Leu 

Glu 

Val 

Leu 

Arg 

Glu 

Ala 

Ala 

Leu 

Ala 

Ser 

Glu 



195 





200 





205 




Pro Asp 

Lys 

Gly 

Leu 

Pro 

Gly 

Pro 

Glu 

Gly 

Phe 

Leu 

Gin 

Glu 

Gin 

Ser 


210 





215 





220 






Ala He 
225 

<210> 6063 
<211> 2286 
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\ 


<212 > DNA 

<213 > Homo sapiens 
<400> 6063 

nnacgcgtga agggtgcggg 
60 

cgggaacggg actcggttcc 
120 

ggcggcgctg agcggctggt 
180 

gtgaagatct ggacagcgca 
240 

ccggtgcgct gtgccgggga 
300 

gccgtctgcg cctacgtgcg 
360 

gaggagttcg acgtggtagt 
420 

gctagacggc ggaagaagat 
480 

agagattctt ttcttaaacg 
540 

acaggcatgg cagactgcat 
600 

acattcaagt ccctgtctca 
660 

agctttgact cagttgttcc 
720 

ttcctgctgc tctccatcaa 
780 

gccctagtac agctgcgtgg 
840 

gtggcaggtg gttatgacga 
900 

aaaatggtcc aacagtccga 
960 

aaacagaaaa tctccctcct 
1020 

cactttggca ttgtccctct 
1080 

tcgggtggac ccttggagtc 
1140 

ccggtgcact tctcagaagc 
1200 

atgggcctgg ctggaagagc 
1260 

cagctctacc gatatgttac 
1320 

taatgtcatt tttatggatt 
1380 

aatgcagaag agatctttta 
144 0 

ataccacacc tccctgtcca 
1500 


gtgcagttgc ggctccaggg 
caagccgtcg gtgctgttcc 
gttggacgcg gcgctggcgc 
ctacgacccg ggccactgtt 
ctggctgccg cgaggcctgg 
catggttttc ctggcgctct 
gtgcgaccag gtgtctgcct 
cctattttac tgtcacttcc 
actatacagg gccccaattg 
cttagtcaac agccagttca 
catagaccct gatgtcctct 
tgaannaagc tggatgacct 
cagatacgaa aggaagaaaa 
aagattgaca tcccaagatt 
gagagtcctg gagaatgtgg 
ccttggccag tatgtgacct 
ccacagctgc acgtgtgtgc 
ggaagccatg tacatgcagt 
cattgaccac agtgtcacag 
aatagaaaag ttcatccgtg 
cagagtgaag gaaaaatttt 
caaactgctg gtataatcag 
gtagacccag ttttgaaacc 
aaaaataaac ttgagtcttg 
cttttcagaa aaaccatgtc 


ccatggcgga ggagcagggc 
tccacccaga cctgggcgtg 
tgcaggcgcg cgggtgtagc 
tcgccgagag ccgcgagcta 
gctggggcgg ccgcggcgcc 
acgtgctgtt cctcgccgac 
gtatcccagt gttcaggctg 
cagatctgct tctcaccaag 
actggataga ggaatacacc 
cagctgctgt ttttaaggaa 
atccatctct aaatgtcacc 
agtccccaag gggaaaaaaa 
atctgacttt ggcactggaa 
gggagagagt tcatctgatc 
aacattatca ggaattgaag 
tcttgaggtc tttctcagac 
tttacacacc aagcaatgag 
gcccagtcat tgctgttaat 
ggtttctgtg tgagcctgac 
aaccttcctt aaaagccacc 
cccctgaagc atttacagaa 
attgttttta agatctccat 
aaaaaagaaa cctagaatct 
aatgtgagcc actttcctat 
ttttatgcta taatcattcc 
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aaattttgcc agtgttaagt 
X560 

attatatttt ctcgggatta 
1620 

aattggtttt catagtttaa 
1680 

tataatgaga gcagggctat 
1740 

tctgttaggg aatttttgtt 
1800 

atttttttta agataatttg 
1860 

aaaaaagaaa cagtattaga 
1920 

ggatatgaca accaaactgg 
1980 

aagaatattg tcacacatgt 
2040 ' 

aggtcattag ttttgttaat 
2100 

acaaatgttt tttatcttcc 
2160 

accctctggc cacctcccaa 
2220 

catgacactg gatattttcg 
2280 
acagca 
2286 

<210> 6064 
<211> 233 
<212> PRT 

<213> Homo sapiens 


tacaaatgtg gtgtcattcc 
ttgctcttct gtctataaat 
gtgtgtatca ttatcaaagt 
tgtagttccc agattcaatc 
tgtcctgtct ttgcctggat 
tatttttgca cactgagata 
ttttggtctc cataatctat 
aaatcagaac actagggtaa 
gttgtgcatc ttgtttaggg 
atttgtgttg tcttgaccaa 
aaggcctggc tcaaatgcca 
gccagaagtt atcttc cccc 
tgacactgac ttatagttca 


atgttcagca gagtatttta 
tttgaatgat actgtgcctt 
tgattaattt ggcttcatag 
caccgaagtg ttcactgtca 
ccatagcgag agtgctctgt 
taataaaagg tgtttatcat 
tttggtattg ttacgaacat 
agtggatatt gaaatgaagc 
tatatttctt aatgtcatct 
gctcctacta agtataggac 
ctgctgcaaa gctttctttg 
tccatgtact ctagcctttt 
ctgtttacct ggttggtcta 


<400> 6064 


Xaa 

Arg 

Val 

Lys 

Gly 

Ala 

Gly 

Cys 

Ser 

Cys 

Gly 

Ser 

Arg 

Ala 

Met 

Ala 

1 




5 





10 





15 


Glu 

Glu 

Gin Gly 

Arg 

Glu 

Arg 

Asp 

Ser 

Val 

Pro 

Lys 

Pro 

Ser 

Val 

Leu 




20 





25 





30 



Phe 

Leu 

His 

Pro 

Asp 

Leu 

Gly 

Val 

Gly 

Gly 

Ala 

Glu 

Arg 

Leu 

Val 

Leu 



35 





40 





45 




Asp Ala 

Ala 

Leu 

Ala 

Leu 

Gin 

Ala 

Arg 

Gly 

Cys 

Ser 

Val 

Lys 

lie 

Trp 


50 





55 





60 





Thr 

Ala 

His 

Tyr 

Asp 

Pro 

Gly 

His 

Cys 

Phe 

Ala 

Glu 

Ser 

Arg 

Glu 

Leu 

65 





70 





75 





80 

Pro 

Val 

Arg Cys 

Ala 

Gly 

Asp 

Trp 

Leu 

Pro 

Arg 

Gly 

Leu 

Gly 

Trp 

Gly 





85 





90 





95 


Gly Arg 

Gly Ala 

Ala 

Val 

Cys 

Ala 

Tyr 

Val 

Arg 

Met 

Val 

Phe 

Leu 

Ala 




100 





105 





110 



Leu Tyr 

Val 

Leu 

Phe 

Leu 

Ala 

Asp 

Glu 

Glu 

Phe 

Asp 

Val 

Val 

Val 

Cys 



115 





120 





125 




Asp 

Gin 

Val 

Ser 

Ala 

Cys 

lie 

Pro 

Val 

Phe 

Arg 

Leu 

Ala 

Arg 

Arg 

Arg 


130 





135 





140 





Lys 

Lys 

lie 

Leu 

Phe 

Tyr 

Cys 

His 

Phe 

Pro 

Asp 

Leu 

Leu 

Leu 

Thr 

Lys 
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145 150 155 160 

Arg Asp Ser Phe Leu Lys Arg Leu Tyr Arg Ala Pro lie Asp Trp lie 
165 170 175 

Glu Glu Tyr Thr Thr Gly Met Ala Asp Cys lie Leu Val Asn Ser Gin 
180 185 190 

Phe Thr Ala Ala Val Phe Lys Glu Thr Phe Lys Ser Leu Ser His lie 
195 200 205 

Asp Pro Asp Val Leu Tyr Pro Ser Leu Asn Val Thr Ser Phe Asp Ser 
210 215 220 

Val Val Pro Glu Xaa Ser Trp Met Thr 


225 230 

<210> 6065 
<211> 2084 
<212> DNA 

<213> Homo sapiens 
<400> 6065 

tgatcattta aatagatatg gatagtgata 
60 

gccatcagag agtcagcaaa ggtagttgac 
120 

gatgaccttg actttttcat aggagatgaa 
180 

tggccgattc gacatggaat cattgaagac 
240 

gtggttttta aatatcttcg agctgaacct 
300 

tctccttcct gctgtaatca gtggccacca 
360 

gagtatcttg cagaaattat gtttgaatca 
420 

caggcagtgc tggccttggc ggcatcttgg 
480 

acggggatag tcattgacag cggagatgga 
540 

tatgtaattg gaagctgcat caaacacatc 
600 

attcaacagc tgctaaggga gagggaggtg 
660 

gcaaaagcca ttaaggagaa atactgttac 
720 

aagtatgatg tggatccccg gaagtggatc 
780 

cagaagaagt ttgttataga cgttggttac 
840 

cacccggagt ttgccaaccc agactttatg 
900 

atacagaact gccccatcga tgtgcggcgc 
960 

ggctccacca tgttcaggga tttcggacgc 
1020 

gatgctaggc tgaggctcag cgaggagctc 
1080 


gaaatctgtg tgtgtgtttt ttaaggtatt 
caagctcaaa ggagagtgtt gaggggagtt 
gccatcgata aacctacata tgctacaaag 
tgggatctta tggaaaggtt catggagcaa 
gaggaccatt attttttaat ggggtaacta 
gaacctcccc ctccaacccc cgaaaacaga 
tttaacgtac caggactcta cattgcagtt 
acatctcgac aagtgggtga acgtacgtta 
gtcacccatg ttatcccagt ggcagaaggt 
ccgattgcag gtagagatat tacgtatttc 
ggaatccctc ctgagcagtc actggagacc 
atttgccccg atatagtcaa ggaatttgcc 
aaacagtaca cgggtatcaa tgcgatcaac 
gaaagattcc tgggacctga aatattcttt 
gagtccatct cagatgttgt tgatgaagta 
ccgctgtata agaatgtcgt actctcagga 
cgactgcaga gggatttgaa gagagtggtg 
a 9 c 99 c 999 a ggatcaagcc gaagcctgtg 
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gaggtccagg tggtcacgca tcacatgcag 
1140 

ctggcctcga ctcccgagtt ctttcaggtc 
1200 

gggcccagca tctgccgcca caaccccgtc 
1260 

cgcgtcgttc gatggtgtca cgttggggaa 
1320 

ccgttctgta aatagcgacg tcggtgttgc 
1380 

atgaggcgcg gcgcgggccc ttcagtaaaa 
1440 

ccagcctcct ccttctcccg ccctcctcac 
1500 

ctgctagctg acaaatacaa ttctgaagga 
1560 

aaaacaacat tagaaaatgg cgcaaaatcg 
1620 

aacccttttc ctcccagcct atttttgtaa 
1680 

atgtttatat ttcctatcat tttgtatttt 
1740 

gcacgaatag atattgatgt tatggagtgc 
1800 

gttctgatat gtttataggc aaacaaataa 
1860 

agaaaatgat tatactttat tggagtgaca 
1920 

agaattacta cagatacatg tatcttttag 
1980 

ttatagaaga tgatggtttg ttgtcggtga 
2040 

gtaataaaag ctgttagaat atttgtaaat 
2084 

<210> 6066 
<211> 80 
<212> PRT 
<213 > Homo sapiens 


<400> 6066 


Gly 

1 

lie 

Ala 

lie 

Arg 

5 

Glu 

Ser 

Ala 

Arg 

Val 

Leu 

Arg 

20 

Gly 

Val 

Asp 

Asp 

Ala 

lie 

Asp 

35 

Lys 

Pro 

Thr 

Tyr 

Ala 

40 

He 

lie 

50 

Glu 

Asp 

Trp 

Asp 

Leu 

55 

Met 

Phe 

65 

Lys 

Tyr 

Leu 

Arg 

Ala 

70 

Glu 

Pro 


<210> 6067 
<211> 406 


cgctacgccg tgtggttcgg aggctccatg 
tgccacacca agaaggacta tgaagagtac 
tttggagtca tgtcctagtg tctgcctgaa 
caagtgtcct tcagaaccca gagaaggccg 
tgcccagcag cgtgcttgca ttgccggtgc 
gccatttatc cgtgtgccga ccgctgtctg 
cctcgctctc cctcctcctc ctcctccgag 
atccaaatgt gactttgaaa attgttagag 
ttaggtccca ggagagaatg tgggggcgca 
ataaaatgtt taaacttgaa atacaaatcg 
atggtatttg gtacaactgg ctgatactaa 
tgtaatccaa agtttttaat tgtgaggcat 
aacagcaaac ttttttgcca catgtttgct 
tgaagtttga acactaaaca gtaatgtatg 
ttttttttgt ttgaactttc tggagctgtt 
gtgttggatg aaatacttcc ttgcaccatt 
atcaaaaaaa aaaa 


Lys 

Val 

10 

Val Asp 

Gin 

Ala 

Gin 

15 

Arg 

Leu 

25 

Asp 

Phe 

Phe 

lie 

Gly 

30 

Asp 

Glu 

Thr 

Lys 

Trp 

Pro 

lie 

45 

Arg 

His 

Gly 

Glu 

Arg 

Phe 

Met 

60 

Glu 

Gin 

Val 

Val 

Glu 

Asp 

His 

75 

Tyr 

Phe 

Leu 

Met 

Gly 

80 
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<212> DNA 

<213 > Homo sapiens 

<4 00> 6067 

aggcctggca aggtcctcat ccttcccacc acattgcacc ggtgcctctt ctgtggagtc 
60 

tccctgagct gactgcaccc ctcttcctgg gtagcggtgg cctccccaca gcactgtgtg 
120 

aatatgctgg gcatggggcg gctcgggcca ctgctccctg gccaaacgga agccctggag 
180 

ggcatggcca gtgcctggga catgcagggg gctcactgga acgactagcg gtcctcatcc 
240 

tcctagaact tacattccca gagagaaaga gactcctggg aattataaga gtggagaaag 
300 

gactataata atcgcaacag ctaacactct tccagctaac actgcatgct gggcactgtc 
360 

ccgagtacat gaccaccctc acaatactcc tgcagagcgc acgcgt 
406 

<210> 6068 
<211> 117 
<212> PRT 

<213 > Homo sapiens 
<400> 6068 


Met Tyr 

Ser 

Gly 

Gin 

Cys 

Pro 

Ala 

Cys 

Ser 

Val 

Ser 

Trp 

Lys 

Ser 

Val 

1 



5 





10 





15 


Ser Cys 

Cys 

Asp 

Tyr 

Tyr 

Ser 

Pro 

Phe 

Ser 

Thr 

Leu 

He 

lie 

Pro 

Arg 



20 





25 





30 



Ser Leu 

Phe 

Leu 

Ser 

Gly 

Asn 

Val 

Ser 

Ser 

Arg 

Arg 

Met 

Arg 

Thr 

Ala 


35 





40 





45 




Ser Arg 

Ser 

Ser 

Glu 

Pro 

Pro 

Ala 

Cys 

Pro 

Arg His 

Trp 

Pro 

Cys 

Pro 

50 





55 





60 





Pro Gly 

Leu 

Pro 

Phe 

Gly 

Gin 

Gly Ala 

Val 

Ala Arg 

Ala 

Ala 

Pro 

Cys 

65 




70 





75 





80 

Pro Ala 

Tyr 

Ser 

His 

Ser 

Ala 

Val 

Gly 

Arg 

Pro 

Pro 

Leu 

Pro 

Arg 

Lys 




85 





90 





95 


Arg Gly 

Ala 

Val 

Ser 

Ser 

Gly 

Arg 

Leu 

His 

Arg 

Arg 

Gly 

Thr 

Gly 

Ala 


100 105 110 

Met Trp Trp Glu Gly 
/ 115 

<210> 6069 
<211> 456 
<212> DNA 

<213> Homo sapiens } 

<400> 6069 

ngggaaggcc taaaaaatgt catttttacc aactgtgtaa aggatgaaaa tgtcaagcag 
60 

atcatcccga tggtcactga actgattggg agaagccacc gctaccaccg aaaagagaac 
120 

ctggagtact gtatcatggt cattggggtc cccaacgtgg gcaagtcctc cctcatcaac 
180 
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tccctccgga ggcagcacct caggaaaggg aaagccacca gggtgggtgg cgagcctggg 
240 

atcaccagag ctgtgatgtc caaaattcag gtggagtcct caggggccag gcccagcact 
300 

ctgtcaagag ctctgcaggc gtctggcacc tgccgacctc tgtgtggctt ccggctgctg 
360 

accacgcttc cctcccctcc actcagtgtc cccgctgagc acccccgggg caggcactgc 
420 

cctgccctta ttccacagtc gtcatagtct ttgcgc 
456 

<2 10> 6070 
<211> 148 
<212> PRT 

<213> Homo sapiens 
<4 00> 6070 

Xaa Glu Gly Leu Lys Asn Val lie Phe Thr Asn Cys Val Lys Asp Glu 
1 5 10 15 

Asn Val Lys Gin lie He Pro Met Val Thr Glu Leu lie Gly Arg Ser 
20 25 30 

His Arg Tyr His Arg Lys Glu Asn Leu Glu Tyr Cys lie Met Val lie 
35 40 45 

Gly Val Pro Asn Val Gly Lys Ser Ser Leu lie Asn Ser Leu Arg Arg 
50 55 60 

Gin His Leu Arg Lys Gly Lys Ala Thr Arg Val Gly Gly Glu Pro Gly 

65 70 75 80 

lie Thr Arg Ala Val Met Ser Lys lie Gin Val Glu Ser Ser Gly Ala 

85 90 95 

Arg Pro Ser Thr Leu Ser Arg Ala Leu Gin Ala Ser Gly Thr Cys Arg 
100 105 110 

Pro Leu Cys Gly Phe Arg Leu Leu Thr Thr Leu Pro Ser Pro Pro Leu 
115 120 125 

Ser Val Pro Ala Glu His Pro Arg Gly Arg His Cys Pro Ala Leu lie 
130 135 140 

Pro Gin Ser Ser 
14 5 

<210> 6071 
<211> 2633 
<212> DNA 

<213 > Homo sapiens 
<400> 6071 

nctgaggcgg gtggcatggc ggagaaggat gacaccggag tttgacgaag aggtggtttt 
60 

tgagaattct ccactttacc aatacttaca ggatctggga cacacagact ttgaaatatg 
120 

ttcttctttg tcaccaaaaa cagaaaaatg cacaacagag ggacaacaaa agcctcctac 
180 

aagagtccta ccaaaatacc tgggatatag taatcactca atgaatataa actgcactta 
240 

ctggcatgct caaggaatgg gctattaagc aaggtatcct gttaaaagtg gctgaaacca 
300 
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tcaaaagttg gatttttttt 
360 

atattggatt ccgactcgac 
420 

aggatgtgga gctgattgag 
480 

aacaggaaaa tggacacctt 
540 

tctcaatgct atttgccttc 
600 

cttcctggct ggtatgggga 
660 

tatggaggac agccaaacta 
720 

tggccacaaa cagccgagct 
780 

aaaccgaagt gatttccaga 
840 

ctggacagca tccaagtcag 
900 

gagccaactt ccaagcagca 
960 

actctgagag tgacaatgta 
1020 

ttggacttag tgaagagcag 
1080 

gcctgcctgc attgaaggtt 
1140 

gacggttagc cctattactt 
1200 

cacttctgcc tcatcgtatc 
1260 

cctgtttgga agagcttaag 
1320 

agtcagtacc gcagtgttta 
1380 

acacagcagt gcgtagcttg 
1440 

ttgaagatga acttgaaaag 
1500 

cttatcccat cctagaacag 
1560 

attgctggga agaggccatt 
1620 

aaggcaagcc tgaaatagca 
1680 

ctactctaca cattgcagac 
1740 

tagatgatat agatattgat 
1800 

aagacaaaga gagacagaag 
1860 

aatctgtgct gggatttaaa 
1920 


tctcagtgca ataagaaaga 
tcattacata ccatcctgca 
ctacttgatc ccagtatcct 
ccaacacttt gctccctggc 
attagcttgc tcgttatgct 
gtgattctat ttgtgtatct 
caagtgaccc taaaaaaata 
tttactaacc tcgtgagaaa 
ggatttacac tggtcagtgc 
catcncatcg gtcttcggaa 
aggctagcta ccctatatat 
accaactaca tctgtgtggt 
atttcagaag aggaagcaca 
ttgttccaac tctgggtggc 
tctacagcca attcacctcc 
ttatctgatg tgactcaagg 
cgcagctatg agttctatcg 
tccaaaactc aacagaagtc 
cagctccatc tgaaagcatt 
cttgtttgta ctaaagaaac 
aaattaaagt tgattcagcc 
tctcaggtcg acaaactgct 
tgtgaaaacc cacattgtac 
aaagatccaa tcccagagga 
agtgatttca gaaaggatga 
cgtgagcatg aagaatccaa 
gcttcagagg cagaaaggca 


tgacttactt cacaagttgg 
acaggaagtc ctgttacaag 
gtctgcaggg caatctcaac 
aacccctaat atttgggatc 
tcccacttgg tggattgtgt 
ggtcataaga gctttgagat 
cagcgttcat ttggaagata 
agctttacgt ctcattcaag 
tgcttgccca tttaataaag 
agctgtctac cgaactctaa 
gctgaaaaac taccccctga 
gccttttaaa gagctgggcc 
taactttaca gatggcttca 
acagagttca gagttcttca 
tgggccctta cttactccag 
tctacctcat gctcattctg 
gtactttgaa actcagcacc 
aagagaactg aataatgttc 
actgaatgag gtaataattc 
acaagaacta gtgtcagagg 
ccacgttcaa gcaagcaaca 
acgaagaaat acagataaaa 
agtagtacct ttgaagcagc 
gcaggaatta gaagcttatg 
tttttattac ttgtctcaag 
gagggtgctc caagaattaa 
gaagtggaag caacttctat 
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ttagtgatca tggtaagcac tgactttaaa gtaacaggtt atttcaatgt aggggattct 
1980 

ttctttcttg aaccatgaat gttattttag ctgaagaatt cttggggttt tataagggtc 
2040 

caccagtatg catagtactt tttcttctag atgctaaatc aatttgatta ataaaagagt 
2100 

aggaatgtaa tcacattgga aatatgaagt catacttttt tatgagttat ttaatttttt 
2160 

agtaaatttg ttttagaatg ggcagtgagt tgaataattt gggatatttt aaatgttatt 
2220 

ttcaaattta gtgaatttga gattctcaac tctgttgtcc atatgttaaa atatttaaaa 
2280 

atacctcagt gaagcacaaa attaataact gtgctcacat tgaaaaaaat ggcccaggcg 
2340 

cggcggcaca tgcttgtaat atcagcacgt tgggaagctg aggcgggtgg atcatttgag 
2400 

gtcaggagtt caagaccagc ctggccaaca tggcgaaacc ccatctctac taaaaataca 
2460 

aaaattaaca aggcatggtg gcgcgtgcct gtagtcccag ctactcgaga ggctgaggca 
2520 

ggagaatcac ttgaacccgg gaggcggagg tttcagtgag ccaagatcac gccactgcac 
2580 

tccagcctgg gcaacagang ggagactcca tctcaaaaaa aaaaaaaaaa aaa 
2633 

<210> 6072 
<211> 76 
<212 > PRT 

<213 > Homo sapiens 
<400> 6072 


Met 

Ala 

Gin 

Ala 

Arg 

Arg 

His 

Met 

Leu 

Val 

lie 

Ser 

Ala 

Arg 

Trp 

Glu 

1 




5 





10 





15 


Ala 

Glu 

Ala 

Gly 

Gly 

Ser 

Phe 

Glu 

Val 

Arg 

Ser 

Ser 

Arg 

Pro 

Ala 

Trp 




20 





25 





30 



Pro 

Thr 

Trp 

Arg 

Asn 

Pro 

lie 

Ser 

Thr 

Lys 

Asn 

Thr 

Lys 

lie 

Asn 

Lys 



35 





40 





45 




Ala 

Trp 

Trp 

Arg 

Val 

Pro 

Val 

Val 

Pro 

Ala 

Thr Arg 

Glu 

Ala 

Glu 

Ala 


50 





55 





60 





Gly Glu 

Ser 

Leu 

Glu 

Pro 

Gly Arg Arg Arg 

Phe 

Gin 





65 





70 





75. 







<210> 6073 
<211> 387 
<212> DNA 

<213> Homo sapiens 
<400> 6073 

ntgtcactta agttgccacc tctgcataag agctctctga tcagaaagca gtttctttgt 
60 

tgaccccagc cagccttggc tctcgggttg ggaaatacag tcacggtatc catggagacc 
120 

tcttgaggtg gagacgggcg ttaaaccctt ctcaggcagt ctgaggtggc cagagtctga 
180 
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agcaagcagc ctctatggag cgaggggagc aggtgggccc agcctgagcg gggcctctgc 
240 

acagccagct ttcccccaca cctgtctcca gccagggcac ccacaggccc tttctctccc 
300 

aggatgaagc ctgctgggag cgtgaatgac atggccctgg atgccttcga cttggaccgg 
360 

atgaagcagg agatcctaga ggaggtg 
387 

<210 > 6074 
<211> 69 
<212> PRT 

<213> Homo sapiens 
<400> 6074 

Ser Lys Gin Pro Leu Trp Ser Glu Gly Ser Arg Trp Ala Gin Pro Glu 
1 5 10 15 

Arg Gly Leu Cys Thr Ala Ser Phe Pro Pro His Leu Ser Pro Ala Arg 
20 25 30 

Ala Pro Thr Gly Pro Phe Ser Pro Arg Met Lys Pro Ala Gly Ser Val 
35 40 45 

Asn Asp Met Ala Leu Asp Ala Phe Asp Leu Asp Arg Met Lys Gin Glu 
50 55 60 

lie Leu Glu Glu Val 
65 

<210> 6075 

<211> 4668 

<212> DNA 

<213 > Homo sapiens 

<400> 6075 

nnctaggacg cctcgctgag gctggcgggc tgctcactgc tccggcctgg ctcacctcta 
60 

gacggcaaga tgagtgagcc ataaacttct atccaattaa agtcactgtc tttttgaagt 
120 

ctcattacag catctggctg tactctaaca tatacaaata tgtttctggt tcaacatctc 
180 

ctgtgcacgg agaaagcaca ggcatgtttc tcacaagtca caaactacta agttaaaatc 
240 

cttaacttct gggaatgttt tttaaaagga ggtgaaaatt ggttacaact ttacttttct 
300 

taccttgtta agatactcat aagcctctac atcatttcca ctgtgatagt ttcggatccc 
360 

ttgaagtaag tagagtctta gaaacagtac cttctctttc ccacaatttc cttttatgtg 
420 

gaccagtctc tgatgatttt ctccgtaaca atttttaaag catttctggg ccaagtttaa 
480 

ttttttttct gcatcatcaa ggcattccag ctgttccagg cggaagtaac accacactat 
540 

atccagctgg aggacggcat agttatccac tgtgtccagc agctctctgc aacactcaca 
600 

gaaatatttg tcagcgtcca. acagacatgg caaggctatt ccatattctt ttcttttcag 
660 
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gaaagctctg cccttctcat 
720 

gggaattctg attgatctgc 
780 

atccaccact gtctctgctg 
840 

aatttgtttt tctttgagtt 
900 

cctcgcgtcc tcttcagatt 
960 

gccttgttct tcaagggttt 
1020 

ataattttct tgaagtccaa 
1080 

gtgcaatcgg gtctccaaca 
1140 

ctcgattgta gcaattcccg 
1200 

cttgcaacgt atttcttcta 
1260 

agagtactgc ttagcaaggt 
1320 

aattcccgtt gttctataat 
1380 

ttcttctatt accttttcta 
1440 

agcaaggtcc tttaatgcca 
1500 

aagttgaatc ctgtcttccc 
1560 

tgccatccct gcgccacgcc 
1620 

cttcaagcaa aattgaccca 
1680 

tatactgaag aaaataaaga 
1740 

gacagactag aatgctgtga 
1800 

gcaattgagc gtggaacagg 
1860 

gtgtttttac caccaagact 
1920 

atcactggca gagaactgag 
1980 

atcaaaattg tcataaataa 
2040 

gtggctcaca atgtgaaagc 
2100 

aaaaacttcc agttagagga 
2160 

cagaggacca agagaggact 
2220 

ccagaaatga caccgtactt 
2280 


gatatcccat agctaacata 
ctgtctggtt agctatgtct 
ctctctttgc cagtatttct 
tggcctcatt ttgctcctct 
gttttagttc aagcaccatc 
tccctagttg tagttgcttc 
aggtttcagc tattttggac 
agtttttcct atcttttttt 
ttgttctata attgtcattt 
ttaccttttc tacttcattt 
ctttttttag tcttggtggt 
tgtcatttcc tgttccacgc 
cttcattttc acagcattct 
aaccaacttt tttattttca 
ttaaaaactg ggtcaatttt 
actcccgccg cgaccagcag 
gtttttaagg gaagacagga 
agttggtttg gccttaaagg 
aaatgaagta gaaaaggtaa 
aaatgacaat tatagaacaa 
aaaaaaagat aggaaaaact 
gtccaaaata gctgaaacct 
gaagcaacta caactaggga 
gatggtgctt gaactaaaac 
agaggagcaa aatgaggcca 
agaaatactg gcaaagagag 
agacatagct aaccagacag 


agggcttttc tttctgatgg 
aagtacggtg tcatttctgg 
agtcctctct tggtcctctg 
tcctctaact ggaagttttt 
gctttcacat tgtgagccac 
“ttatttatga caattttgat 
ctcagttctc tgccagtgat 
agtcttggtg gtaaaaacac 
cctgttccac gctcaattgc 
tcacagcatt ctagtctgtc 
aaaaacacct cgattgtagc 
tcaattgcct tgcaacgtat 
agtctgtcag agtactgctt 
tctgtatatg gaggtttcca 
gcttgaagat atttcttttg 
agatggcaca aaagaaatat 
ttcaactttg gaaacctcca 
accttgctaa gcagtactct 
tagaagaaat acgttgcaag 
cgggaattgc tacaatcgag 
tgttggagac ccgattgcac 
ttggacttca agaaaattat 
aaacccttga agaacaaggc 
aatctgaaga ggacgcgagg 
aactcaaaga aaaacaaatt 
cagcagagac agtggtggat 
gcagatcaat cagaattccc 
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ccatcagaaa gaaaagccct 
2340 

ctgaaaagaa aagaatatgg 
2400 

tgtgagtgtt gcagagagct 
2460 

atagtgtggt gttacttccg 
2520 

ttaaacttgg cccagaaatg 
2580 

cacataaaag gaaattgtgg 
2640 

gggatccgaa actatcacag 
2700 

gtcagctctt taaagagcta 
2760 

ggtttactgc ccaggaagnc 
2820 

gcggccactc atattaccaa 
2880 

gagaagaaaa gacgccgcct 
2940 

cacgcggccc agcagattct 
3000 

cctgaaaccg acaaccgtca 
3060 

atgggttttg atgcactcgt 
3120 

ctggccgccc agacccttgc 
3180 

ccagaagact ctttgtcccc 
3240 

gcctcaacag acgaagacat 
3300 

gagcatgagg aagactatct 
3360 

tacctatcct atgtagaaaa 
3420 

aatagcgcta attttctgct 
3480 

ctgttcttac tttttatctg 
3540 

ggacaagtcc aggaggggtc 
3600 

tggcctggcg caagccgttc 
3660 

cttggtgttt taccccgaaa 
3720 

aaggtgtcca gggcagggtc 
3780 

tccatctgcc cagcttgcct 
3840 

ctgccatctc tgccagggtg 
3900 


tatgttagct atgggatatc 
aatagccttg ccatgtctgt 
gctggacaca gtggataact 
cctggaacag ctggaatgcc 
ctttaaaaat tgttacggag 
gaaagagaag gtactgtttc 
tggaaatgat gtagaggctt 
tatattgatc catcaaaagt 
ccggcttggc ctgagggcgt 
ccgcagagag gaactggccc 
cgagaacatc aggtttctga 
gctcagcaat cctcagatgt 
agaaagtcct tcccaggaaa 
ggccgaagct gcgctgagag 
tcacaacgga ggaagcctgc 
gccagccacg tccccttctg 
ggagacagag gccgtcaatg 
tgactcaact ctggaagatg 
taggaagtca gcaacaaaga 
tataaatgct atcattatga 
aattacaagt cctctttggg 
ccagggcctt catgcatggt 
catctggctc ccaagtctgc 
caggaaggaa caggggtcct 
ctgggaaggg tgtcccgact 
gcctcctgca cccactgccc 
ccacatgggt tcctgtgcca 


atgagaaggg cagagctttc 
tggacgctga caaatatttc 
atgccgtcct ccagctggat 
ttgatgatgc agaaaaaaaa 
aaaatcatca gagactggtc 
taagactcta cttacttcaa 
atgagtatct taacaggcac 
ggacaatttg ttgcagttgg 
gtgatgggaa cgtggatcat 
aaataaggaa ggaggaaaaa 
aagggatggg ctactccacg 
ggtggttaaa tgattccaat 
acattgaccg attggtgtac 
tgttcagagg caacgtccag 
ctcccgagct gccgctgtcg 
actccgcagg aacctctagt 
agatactgga agacattcca 
aagaaattat tattgcagag 
aaaactaaat aatgaacaga 
aaaggctaat gcagctcttt 
tgtaggaggg ggtgggcagg 
ctcggggaag aagcttcttt 
gtccctaacc ccttccccag 
gtagaacagg ggtcctgggg 
gcttcctctc cagctgtggc 
tgaccttcct gcttcccacg 
ccctttcccc gcccctcaaa 
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tcgtccttta 

3960 

agtcttcctt 

ccaagtgctg 

tggggcataa 

cgatgaggcg 

ctggccttgg 

gggcacacca 

4020 

ggtcgcagca 

aatggcttca 

gcctgggacg 

ccagtgtttt 

atgctcttag 

ttcagtaaaa 

4080 

tacgcccccg 

aaattcaaga 

ttgagtgtca 

ggctttatat 

atattcagca 

ttcctcatta 

4140 

cagaaatctt 

ctattgaatg 

ggaaaggttt 

aaatgctaac 

caaagcaatt 

tatttttaat 

4200 

taatatttt-t 

agactctgtg 

ctgtcatact 

gaactcactg 

ctagctaaga 

gacctatcag 

4260 

agatttagat 

atattttctc 

caggtttttt 

gtgggttttc 

tttgttgttg 

ttgttgttct 

4320 

agccatgtga 

cagaggctct 

ttctaaaagt 

atgtagttcg 

ctgtgtgtcg 

gctccagcag 

4380 

taaccgtcct 

cactgcgcca 

cgcactcctc 

tgtagatgtg 

tgcccagtgg 

gagttccttc 

4440 

cagccccagg 

accgcagcag 

cagccaggtg 

ccgagtggat 

tgagtgccag 

gtgcatccaa 

4500 

gactttccct 

cccttccaga 

aggcactgac 

tgaagacagg 

atggatcatg 

cggagccggc 

4560 

tgaaatgctc 

caactttttc 

aaagtgtggg 

tggtccagtt 

tggactgatg 

ggaatcttct 

4620 

tgtcattctt 

tttaaacgga 

tgataccgat 

ggaaataaaa 

ggtgggaaat 

atattcaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaa 



4668 

<210> 6076 

<211> 601 

<212> PRT 

<213> Homo sapiens 


<400 > 6076 


Met 

Ala 

Gin 

Lys 

Lys 

Tyr 

Leu 

Gin 

Ala 

Lys 

Leu 

Thr 

Gin 

Phe 

Leu 

Arg 

1 




5 





10 





15 


Glu 

Asp 

Arg 

lie 

Gin 

Leu 

Trp 

Lys 

Pro 

Pro 

Tyr 

Thr 

Glu 

Glu 

Asn 

Lys 




20 





25 





30 



Glu 

Val 

Gly 

Leu 

Ala 

Leu 

Lys 

Asp 

Leu 

Ala 

Lys 

Gin 

Tyr 

Ser 

Asp 

Arg 



35 





40 





45 




Leu 

Glu 

Cys 

Cys 

Glu 

Asn 

Glu 

Val 

Glu 

Lys 

Val 

lie 

Glu 

Glu 

lie 

Arg 


50 





55 





60 





Cys 

Lys 

Ala 

lie 

Glu 

Arg 

Gly 

Thr 

Gly 

Asn 

Asp 

Asn 

Tyr 

Arg 

Thr 

Thr 

65 





70 





75 





80 

Gly 

lie 

Ala 

Thr 

lie 

Glu 

Val 

Phe 

Leu 

Pro 

Pro 

Arg 

Leu 

Lys 

Lys 

Asp 





85 





90 





95 


Arg 

Lys 

Asn 

Leu 

Leu 

Glu 

Thr 

Arg 

Leu 

His 

lie 

Thr 

Gly 

Arg 

Glu 

Leu 




100 





105 





110 



Arg 

Ser 

Lys 

lie 

Ala 

Glu 

Thr 

Phe 

Gly 

Leu 

Gin 

Glu 

Asn 

Tyr 

lie 

Lys 



115 





120 





125 




He 

Val 

lie 

Asn 

Lys 

Lys 

Gin 

Leu 

Gin 

Leu 

Gly 

Lys 

Thr 

Leu 

Glu 

Glu 


130 





135 





140 





Gin 

Gly 

Val 

Ala 

His 

Asn 

Val 

Lys 

Ala 

Met 

Val 

Leu 

Glu 

Leu 

Lys 

Gin 

145 





150 





155 





160 

Ser 

Glu 

Glu 

Asp 

Ala 

Arg 

Lys 

Asn 

Phe 

Gin 

Leu 

Glu 

Glu 

Glu 

Glu 

Gin 
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165 





170 





175 


Asn 

Glu 

Ala 

Lys 

Leu 

Lys 

Glu 

Lys 

Gin 

lie 

Gin 

Arg 

Thr 

Lys 

Arg 

Gly 




180 





185 





190 



Leu 

Glu 

lie 

Leu 

Ala 

Lys 

Arg Ala 

Ala 

Glu 

Thr 

Val 

Val 

Asp 

Pro 

Glu 



195 





200 





205 




Met 

Thr 

Pro 

Tyr 

Leu 

Asp 

lie 

Ala 

Asn 

Gin 

Thr 

Gly 

Arg 

Ser 

lie 

Arg 


210 





215 





220 





He 

Pro 

Pro 

Ser 

Glu 

Arg 

Lys 

Ala 

Leu 

Met 

Leu 

Ala 

Met 

Gly 

Tyr 

His 

225 





230 





235 





240 

Glu 

Lys 

Gly 

Arg 

Ala 

Phe 

Leu 

Lys 

Arg 

Lys 

Glu 

Tyr 

Gly 

lie 

Ala 

Leu 





245 





250 





255 


Pro 

Cys 

Leu 

Leu 

Asp 

Ala 

Asp 

Lys 

Tyr 

Phe 

Cys 

Glu 

Cys 

Cys 

Arg 

Glu 




260 





265 





270 



Leu 

Leu 

Asp 

Thr 

Val 

Asp 

Asn Tyr 

Ala 

Val 

Leu 

Gin 

Leu Asp 

lie 

Val 



275 





280 





285 




Trp 

Cys 

Tyr 

Phe 

Arg 

Leu 

Glu 

Gin 

Leu 

Glu 

Cys 

Leu 

Asp Asp 

Ala 

Glu 


290 





295 





300 





Lys 

Lys 

Leu 

Asn 

Leu 

Ala 

Gin 

Lys 

Cys 

Phe 

Lys 

Asn 

Cys 

Tyr 

Gly 

Glu 

305 





310 





315 





320 

Asn 

His 

Gin 

Arg 

Leu 

Val 

His 

lie 

Lys 

Gly 

Asn 

Cys 

Gly Lys 

Glu 

Lys 





325 





330 





335 


Val 

Leu 

Phe 

Leu 

Arg 

Leu 

Tyr 

Leu 

Leu 

Gin 

Gly 

lie 

Arg 

Asn 

Tyr 

His 




340 





345 





350 



Ser Gly 

Asn 

Asp 

Val 

Glu 

Ala 

Tyr 

Glu 

Tyr 

Leu 

Asn 

Arg 

His 

Val 

Ser 



355 





360 





365 




Ser 

Leu 

Lys 

Ser 

Tyr 

lie 

Leu 

lie 

His 

Gin 

Lys 

Trp 

Thr 

lie 

Cys 

Cys 


370 





375 





380 





Ser 

Trp 

Gly 

Leu 

Leu 

Pro 

Arg 

Lys 

Xaa 

Arg 

Leu Gly 

Leu Arg 

Ala 

Cys 

385 





390 





395 





400 

Asp Gly 

Asn 

Val 

Asp 

His 

Ala 

Ala 

Thr 

His 

lie 

Thr 

Asn Arg 

Arg 

Glu 





405 





410 





415 


Glu 

Leu 

Ala 

Gin 

lie 

Arg 

Lys 

Glu 

Glu 

Lys 

Glu 

Lys 

Lys 

Arg 

Arg 

Arg 




420 





425 





430 



Leu 

Glu 

Asn 

lie 

Arg 

Phe 

Leu 

Lys 

Gly 

Met 

Gly Tyr 

Ser 

Thr 

His 

Ala 



435 





440 





445 




Ala 

Gin 

Gin 

lie 

Leu 

Leu 

Ser 

Asn 

Pro 

Gin 

Met 

Trp 

Trp 

Leu 

Asn 

Asp 


450 





455 





460 





Ser 

Asri 

Pro 

Glu 

Thr 

Asp 

Asn. 

Arg 

Gin 

Glu 

Ser 

Pro 

Ser 

Gin 

Glu 

Asn 

465 





470 





475 





480 

lie Asp 

Arg 

Leu 

Val 

Tyr 

Met Gly 

Phe 

Asp 

Ala 

Leu 

Val 

Ala 

Glu 

Ala 





485 





490 





495 


Ala 

Leu 

Arg 

Val 

Phe 

Arg 

Gly Asn 

Val 

Gin 

Leu 

Ala 

Ala 

Gin 

Thr 

Leu 




500 





505 





510 



Ala 

His 

Asn 

Gly 

Gly 

Ser 

Leu 

Pro 

Pro 

Glu 

Leu 

Pro 

Leu 

Ser 

Pro 

Glu 



515 





520 





525 




Asp 

Ser 

Leu 

Ser 

Pro 

Pro 

Ala 

Thr 

Ser 

Pro 

Ser Asp 

Ser 

Ala 

Gly 

Thr 


530 





535 





540 





Ser 

Ser 

Ala 

Ser 

Thr 

Asp 

Glu 

Asp 

Met 

Glu 

Thr 

Glu 

Ala 

Val 

Asn 

Glu 

545 





550 





555 





560 

lie 

Leu 

Glu 

Asp 

lie 

Pro 

Glu 

His 

Glu 

Glu 

Asp Tyr 

Leu 

Asp 

Ser 

Thr 





565 





570 





575 


Leu 

Glu 

Asp 

Glu 

Glu 

lie 

lie 

lie 

Ala 

Glu 

Tyr 

Leu 

Ser Tyr 

Val 

Glu 




580 





585 





590 



Asn 

Arg 

Lys 

Ser 

Ala 

Thr 

Lys 

Lys 

Asn 
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595 

<210> 6077 
<211> 2093 
<212> DNA 

<213> Homo sapiens 
<400> 6077 

cgcccgggca ggtctcccgg 
60 

tctggcggat cggggaatcg 
120 

ccgggggttg ggccgcacat 
180 

gcggggccgc agcccctggc 
240 

gcggaccctg aagcggaccc 
300 

gaaggggaag atggggaagg 
360 

gcctccctct tggacacgga 
420 

aatgaagacc attgggagca 
480 

gaagggtctg gagatgaaga 
540 

ctgggtgctg ctgaggaaca 
600 

ctctgcaaaa acaccgggct 
660 

gggaatggat gacctgggag 
720 

ggggatgacg cggaagactc 
780 

agtgaggatg atggtgtggt 
840 

aaaggaagag ccgtgaagaa 
900 

aaactacaaa aagctctgtt 
960 

ttcaaggaca aaggtggccc 
1020 

aaagcattgt tgaggtcatt 
1080 

actagatatc tagtagatgg 
1140 

gatgatgagc tggtagaaga 
1200 

ctggagatgg aggactatcc 
1260 

aggaaccgca cacttcagaa 
1320 

aagggttttg gtgcctttga 
1380 


600 


aagtggccgg tccagagctg 
gatcaaggcg agaggatccg 
ttacgtgcgc gaagcggagg 
gctgcaactg gaacagttgt 
cgaggaagcc actgctgcca 
tgatttccta gtagtgggta 
caaaaggtat tgcggcaaaa 
gactctgcca ggatcgtctg 
ttcagaggga ctgggtctgg 
ggagtgtggt gatcagggag 
tcagtgtcca gagtatcagt 
cagtgaggag gaggaagacg 
ccaaggcgag agtgaggaag 
gatgaccttc tctagtgtca 
ccagatagca ctgtgggacc 
gaccaccaac cagcttcctc 
agaattttcc agtgccctga 
ggtaggtctt caggaagagt 
gacaaagccc aatgcgggaa 
gaagaagcag caacgaagaa 
cagcttcatg gcaaagcgct 
atggcacgat aagaccaaac 
acgctcaatc ttgactcaga 


tggggtgcct ccgcgcggtc 
gcagggaagg agcttcgggg 
accgggagct ggtgacgatg 
tgaacccgcg accaagcgag 
gggtgattga caggtttgat 
gcattagaaa actggcatca 
ccacctctag aaaagcatgg 
atgaggaaat atctgatgag 
aggaatatga tgaggacgac 
agcaagaaga cgagaagcca 
gactttgaga aatttaccaa 
aagagagtgg catggaagaa 
acagggctgg agatagaaac 
aagtttctga ggaagtggag 
agctcttgga aggaaggatc 
aaccagatgt tttcccattg 
aaaatagtca caaggcactt 
tgcttttcca gtacccagac 
gtgaggagat ttctagtgaa 
gggtccctgc aaagaggaag 
ttgccgactt tacagtctac 
tggcttctgg aaaactgggg 
tcgaccatat tctgatggac 
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aaagagagat 

1440 

tacttcgaag gacacagacc 

aagcgctctg 

tctatcgagt 

tcttggcaaa 

cctgagccag 

1500 

cagctcagcc 

tgtcccagag 

agtttgccag 

gggaaccgga 

gatccttcct 

caagcccctg 

1560 

ctaatgctca 

tctgaaggac 

ttggatgaag 

aaatctttga 

tgatgatgac 

ttttaccacc 

1620 

agctccttcg 

agaactcata 

gaacggaaga 

ccagctcctt 

ggatcccaac 

gatcaggtgg 

1680 

ccatgggaag 

gcagtggctt 

gcaatccaga 

agttacgaag 

caaaatccac 

aaaaaagtag 

1740 

ataggaaagc 

cagcaaaggc 

aggaaacttc ggtttcatgt 

ccttagcaag 

ctactgagtt 

1800 

tcatggcacc 

tattgaccat 

actacaatga 

atgatgatgc 

caggacagaa 

ctgtaccgct 

1860^ 

ctctttttgg 

ccagctccac 

cctcccgacg 

aaggccacgg 

ggattgacat 

cgcccacctc 

1920 

cgacacccag 

tgggcgcctt 

ggctggtgcg 

gctgctggtc 

cagatggagg 

aaaccagtga 

1980 

ctttatgggg 

ctgagctagt 

agggaagccc 

ctggaaagat 

gctgcgttcc 

gaacctgtgc 

2040 

ctaatacacg 

caagggcgct 

gtcccgccca 

accccgcctt 

taaacgccac 

aaataaagag 

cattgttacc 

gccaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaa 


2093 

<210> 6078 
<211> 213 
<212> PRT 

<213 > Homo sapiens 


<400> 6078 


Arg 

Pro 

Gly 

Arg 

Ser Pro 

Gly 

Ser 

Gly 

Arg 

Ser 

Arg 

Ala 

Val 

Gly 

Cys 

1 




5 




10 





15 


Leu 

Arg 

Ala 

Val 

Ser Gly 

Gly 

Ser 

Gly 

Asn 

Arg 

He 

Lys 

Ala 

Arg 

Gly 




20 




25 





30 



Ser 

Gly 

Arg 

Glu 

Gly Ala 

Ser 

Gly 

Pro 

Gly 

Val 

Gly 

Pro 

His 

lie 

Tyr 



35 




40 





45 




Val 

Arg 

Glu 

Ala 

Glu Asp 

Arg 

Glu 

Leu 

Val 

Thr 

Met 

Ala 

Gly 

Pro 

Gin 


50 




55 





60 





Pro 

Leu 

Ala 

Leu 

Gin Leu 

Glu 

Gin 

Leu 

Leu 

Asn 

Pro 

Arg 

Pro 

Ser 

Glu 

65 




70 





75 





80 

Ala 

Asp 

Pro 

Glu 

Ala Asp 

Pro 

Glu 

Glu 

Ala 

Thr 

Ala 

Ala 

Arg 

Val 

lie 





85 




90 





95 


Asp 

Arg 

Phe 

Asp 

Glu Gly 

Glu 

Asp 

Gly 

Glu 

Gly 

Asp 

Phe 

Leu 

Val 

Val 




100 




105 





110 



Gly 

Ser 

lie 

Arg 

Lys Leu 

Ala 

Ser 

Ala 

Ser 

Leu 

Leu Asp 

Thr 

Asp 

Lys 



115 




120 





125 




Arg 

Tyr 

Cys 

Gly 

Lys Thr 

Thr 

Ser 

Arg 

Lys 

Ala 

Trp 

Asn 

Glu 

Asp 

His 


130 




135 





140 





Trp 

Glu 

Gin 

Thr 

Leu Pro 

Gly 

Ser 

Ser 

Asp 

Glu 

Glu 

lie 

Ser 

Asp 

Glu 

145 




150 





155 





160 

Glu 

Gly 

Ser 

Gly 

Asp Glu 

Asp 

Ser 

Glu 

Gly 

Leu 

Gly Leu 

Glu 

Glu 

Tyr 





165 




170 





175 


Asp 

Glu 

Asp 

Asp 

Leu Gly 

Ala 

Ala 

Glu 

Glu 

Gin 

Glu 

Cys 

Gly 

Asp 

Gin 
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180 185 190 

Gly Glu Gin Glu Asp Glu Lys Pro Leu Cys Lys Asn Thr Gly Leu Gin 
195 200 205 

Cys Pro Glu Tyr Gin 
210 

<210> 6079 
<211> 651 
<212> DNA 

<213 > Homo sapiens 
<400> 6079 

ggccagtcct ccgcctcgct ccgtcagttt ccccctgctg aactactggg tgcggagcgg 
60 

gtgcgtgcgc agcctgcgca tgtgcatagg ggtcgactgc cgctgcggtg catgaggcgg 
120 

catgcgcagc ggggccgtgg gtgtacgcgg cgcagcgcgg cagtcctgat ggcccggcat 
180 

gggttaccgc tgctgcccct gctgtcgctc ctggtcggcg cgtggctcaa gctaggaaat 
240 

ggacaggcta ctagcatggt ccaactgcag ggtgggagat tcctgatggg aacaaattct 
300 

ccagacagca gagatggtga agggcctgtg cgggaggcga cagtgaaacc ctttgccatc 
360 

gacatatttc ctgtcaccaa caaagatttc agggattttg tcagggagaa aaagtatcgg 
420 

acagaagctg agatgtttgg atggagcttt gtctttgagg actttgtctc tgatgagctg 
480 

agaaacaaag ccacccagcc aatgaagtct gtactctggt ggcttccagt ggaaaaggca 
540 

ttttggaggc agcctgcagg tcctggctct ggcatccgag agagactgga gcacccagtg 
600 

ttacacgtga gctggaatga cgcccgtgcc tactgtgctt ggcggggaaa a 
651 

<210> 6080 
<211 > 162 
<212 > PRT 

<213> Homo sapiens 


<400> 6080 


Leu 

Met 

Ala 

Arg 

His 

Gly 

Leu 

Pro 

Leu 

Leu 

Pro 

Leu 

Leu 

Ser 

Leu 

Leu 

1 




5 





10 





15 


Val 

Gly 

Ala 

Trp 

Leu 

Lys 

Leu 

Gly 

Asn 

Gly 

Gin 

Ala 

Thr 

Ser 

Met 

Val 




20 





25 





30 



Gin 

Leu 

Gin 

Gly 

Gly 

Arg 

Phe 

Leu 

Met 

Gly 

Thr 

Asn 

Ser 

Pro 

Asp 

Ser 



35 





40 





45 




Arg Asp 

Gly 

Glu 

Gly 

Pro 

Val 

Arg 

Glu 

Ala 

Thr 

Val 

Lys 

Pro 

Phe 

Ala 


50 





55 





60 





He 

Asp 

lie 

Phe 

Pro 

Val 

Thr 

Asn 

Lys 

Asp 

Phe 

Arg 

Asp 

Phe 

Val 

Arg 

65 





70 





75 





80 

Glu 

Lys 

Lys 

Tyr 

Arg 

Thr 

Glu 

Ala 

Glu 

Met 

Phe 

Gly 

Trp 

Ser 

Phe 

val 





85 





90 





95 


Phe 

Glu 

Asp 

Phe 

Val 

Ser 

Asp 

Glu 

Leu 

Arg 

Asn 

Lys 

Ala 

Thr 

Gin 

Pro 
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100 

Met Lys Ser Val Leu Trp Trp 
115 

Gin Pro Ala Gly Pro Gly Ser 
130 135 

Val Leu His Val Ser Trp Asn 
145 150 

Gly Lys 


<210> 6081 

<211> 655 

<212> DNA 

<213 > Homo sapiens 

< 4 0 0 > 6081 

gataatgatc aggaacctcc ctattcaatg ataacattac acgaaatggc agaaacagat 
60 

gaaggatggt tggatgttgt ccagtcttta attagagtta ttccactgga agatccactg 
120 

ggaccagctg ttataacatt gttactagat gaatgtccat tgcccactaa agatgcactc 
180 

cagaaattga ctgaaattct caatttaaat ggagaagtag cttgccagga ctcaagccat 
240 

cctgccaaac acaggaacac atctgcagtc ctaggctgct tggccgagaa actagcaggt 
300 

cctgcaagta taggtttact tagcccagga atactggaat acttgctaca gtgtctgaag 
360 

ttacagtccc accccacagt catgcttttt gcacttatcg cactggaaaa gtttgcacag 
420 

acaagtgaaa ataaattgac tatttctgaa tccagtatta gtgaccggct tgtcacattg 
480 

gagtcctggg ctaatgatcc tgattatctg aaacgtcaag ttggtttctg tgcccagtgg 
540 

agcttagaca atctcttttt aaaagaaggt agacagctga cctatgagaa agtgaacttg 
600 

agtagcatta gggccatgct gaatagcaat gatgtcagcg agtacctgaa gatct 
655 

<210> 6082 

<211> 218 

<212> PRT 

<213> Homo sapiens 


<400> 6082 


Asp 

Asn 

Asp 

Gin 

Glu 

Pro 

Pro 

Tyr 

Ser 

Met 

lie 

Thr 

Leu 

His 

Glu 

Met 

1 




5 





10 





15 


Ala 

Glu 

Thr 

Asp 

Glu 

Gly Trp 

Leu 

Asp 

Val 

Val 

Gin 

Ser 

Leu 

lie 

Arg 




20 





25 





30 



Val 

lie 

Pro 

Leu 

Glu 

Asp 

Pro 

Leu 

Gly 

Pro 

Ala 

Val 

lie 

Thr 

Leu 

Leu 



35 





40 





45 




Leu Asp 

Glu 

Cys 

Pro 

Leu 

Pro 

Thr 

Lys 

Asp 

Ala 

Leu 

Gin 

Lys 

Leu 

Thr 


50 





55 





60 





Glu 

lie 

Leu 

Asn 

Leu 

Asn Gly 

Glu 

Val 

Ala 

Cys 

Gin 

Asp 

Ser 

Ser 

His 


105 110 

Leu Pro Val Glu Lys Ala Phe Trp Arg 
120 125 

Gly He Arg Glu Arg Leu Glu His Pro 
140 

Asp Ala Arg Ala Tyr Cys Ala Trp Arg 
155 160 
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65 70 75 80 

Pro Ala Lys His Arg Asn Thr Ser Ala Val Leu Gly Cys Leu Ala Glu 

85 90 95 

Lys Leu Ala Gly Pro Ala Ser lie Gly Leu Leu Ser Pro Gly lie Leu 
100 105 110 

Glu Tyr Leu Leu Gin Cys Leu Lys Leu Gin Ser His Pro Thr Val Met 
115 120 125 

Leu Phe Ala Leu lie Ala Leu Glu Lys Phe Ala Gin Thr Ser Glu Asn 
130 135 140 

Lys Leu Thr He Ser Glu Ser Ser lie Ser Asp Arg Leu Val Thr Leu 

145 150 155 160 

Glu Ser Trp Ala Asn Asp Pro Asp Tyr Leu Lys Arg Gin Val Gly Phe 

165 170 175 

Cys Ala Gin Trp Ser Leu Asp Asn Leu Phe Leu Lys Glu Gly Arg Gin 
180 185 190 

Leu Thr Tyr Glu Lys Val Asn Leu Ser Ser lie Arg Ala Met Leu Asn 
195 200 205 

Ser Asn Asp Val Ser Glu Tyr Leu Lys lie 
210 215 

<210> 6083 
<211> 358 
<212 > DNA 
<213> Homo sapiens 

<400 > 6083 

nnacgcgtga ggggacaggc tgagaaaaaa gaattacgac ataaaataga tgaaatggaa 
60 

gaaaaagaac aggagctcca ggcaaaaata gaagctttgc aagctgataa tgatttcacc 
120 

aatgaaaggc taacagcttt acaagagaag ctgatcgtcg aagggcatct aaccaaagcg 
180 

gtagaagaaa caaagctttc aaaagaaaat cagacaagag caaaagaatc tgatttttca 
240 

gatactctga gtccaagcaa ggaaaaaagc agtgacgaca ctacagacgc ccaaatggat 
300 

gagcaagacc taaatgagcc tcttgccaaa gtgtcccttt taaaagatga cttgcagg 
358 

<210> 6084 
< 211 > 101 
<212> PRT 

<213> Homo sapiens 
<4 00> 6084 

Met Glu Glu Lys Glu Gin Glu Leu Gin Ala Lys lie Glu Ala Leu Gin 
15 10 15 

Ala Asp Asn Asp Phe Thr Asn Glu Arg Leu Thr Ala Leu Gin Glu Lys 
20 25 30 

Leu lie Val Glu Gly His Leu Thr Lys Ala Val Glu Glu Thr Lys Leu 
35 40 45 

Ser Lys Glu Asn Gin Thr Arg Ala Lys Glu Ser Asp Phe Ser Asp Thr 
50 55 60 

Leu Ser Pro Ser Lys Glu Lys Ser Ser Asp Asp Thr Thr Asp Ala Gin 
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65 70 75 80 


Met Asp Glu Gin Asp L 
85 

Lys Asp Asp Leu Gin 
100 

<210 > 6085 
<211> 2307 
<212 > DNA 

<213 > Homo sapiens 
<4 00> 6085 

nntccggatc agttcgagtg 
60 

agccaggtgg actttgacaa 
120 

ggttacgaaa cagtggttgg 
180 

cacatagagt cattactaaa 
240 

gctcccaccc ctaagagaat 
300 

agaaacattg agaagatgct 
360 

ttgaacacaa tgatcaaggg 
420 

ggtgactgct atcccgtcca 
480 

tattgcacgc tgcacttaat 
540 

agcgaggcag ggcagttggc 
600 

tgtgcccctg caccttctct 
660 

ccccagcttt tggttgtcat 
720 

tgcgtgtgtg tgcatgcaca 
780 

tgtcacttcc ggctctcagc 
840 

atgagatgct cttggactcc 
900 

ttaggtcagt ctgcctcctg 
960 

gctaccggga ctctaatggg 
1020 

ccttcctgtg agagaggatt 
1080 

taaaaggacc ttgggacata 
1140 

tatagtttct ctctttcagc 
1200 

ctagctgtgg cttctctagg 
1260 


Asn Glu Pro Leu Ala 
90 


cctctaccca taccctgttc 
tcccgactac gagaggttcc 
ccctggtgat gttctttaca 
tggggggatt accatcactg 
tgaatatcct ctcaaagctc 
tggagaggcc ttggggaacc 
ccgatacaac tagcctgcca 
caccgcttca ttgatgagga 
ggactggact cttgccatgg 
actccactcc tatttggagg 
ctctgccccc cgcctaaagt 
catgtctgtg tgtatgttag 
cgcatgtatg tatctgttcc 
cctatctcct gcaacctcag 
ccactgcatc tgggctgcag 
acagtttttg cgtagtcaag 
gtgaaagaga ggggaggctt 
agatagggtt ccaactgggc 
agaaccaatg attgtgcata 
accagctctt gcccctatgc 
ttctaggggt gcaagcctct 


Lys Val Ser Leu Leu 
95 


atcacccatg tgacagacag 
ctaatttcca aaatgtggtt 
tcccaatgta ctggtggcat 
tgaacttctg gtataagggg 
atcagaaagt ggccataatg 
cacaagaggt ggggcccttg 
ggggtcaagg cctcctgcca 
caggagactc caagcgctag 
cccaggagtc aggtgtttgg 
gacttcatac ccttgcctct 
cctgcattca gtgtgtggag 
tctgtcaact tcggaatgtg 
ctgttccttc tgggtcaggc / 
tgcctcagcc tgagagagag 
ggccagagct agtctgacca 
ctctaggcgg tatgggaatg 
gcctttgaga gcctatatag 
ctacaagctc aagccataca 
agttctaaat tagagacaca 
tgggtaccaa gggagttctc 
gtgtgtttgt ttgtgtgtgt 
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ctgtgtgtgc gtatcacact aggggtgcaa 
1320 

gtgtgtgtgt gtgtgtccgt gtgtgtgtgt 
1380 

ttaccaaggt tctccactgc ttaccttttc 
1440 

aagtactgcc tgacctatcc taagctttta 
1500 

aggtctcact gcagcctgcc cgaggctaac 
1560 

ctgcccaggc catatccttt attcctgctg 
1620 

caagcccagg cagctcattc actacctgtg 
1680 

gcttgcgtct taaagccagc tcctctgcca 
1740 

aatagtcagg gcaactggtg gagcatggaa 
1800 

cctgggaacc cctctcaggg ctgcagctta 
1860 

agggccatca ttcacatcta ttcagtggga 
1920 

gccctgtgtc tcctcacctc tgctcctgtc 
1980 

agttggaagg tctctggttt tcttttcttt 
2040 

gcatctgagc tctggctctc acccctgaag 
2100 

gatgcgtgtg gatgtgtgtg catgcctgag 
2160 

agtaccccat tctggggttc tctgatgcag 
2220 

gtgtagctct ttcaaatata gtcaatgctg 
2280 

aaaaaaaaaa aaaaaaaaaa aaaaaaa 
2307 

<210> 6086 

<211> 84 

<212> PRT 

<213> Homo sapiens 


<400> 6086 


Met 

Leu 

Gly 

Thr 

Lys 

Gly 

Val 

Leu 

1 




5 




Arg Gly 

Ala 

Ser 

Leu 

Cys 

Val 

Phe 




20 





lie 

Thr 

Leu 

Gly 

Val 

Gin 

Ala 

Ser 



35 





40 

Val 

Cys 

Val 

Cys 

Val 

Ser 

Val 

Cys 


50 





55 


Gin 

Pro 

Pro 

Tyr 

Leu 

Pro 

Arg 

Phe 

65 





70 



Asp 

Ser 

Thr 

Val 






gcctctgggt gtgtgtgtgt gtgtgcgtgc 
gtgtgtgtcc acactggcca gcctccctac 
cagtgggaca gtacagtgtg agcccccggg 
cacttggatt ttagccatca tatgttggcc 
tggctagagc ctccagccct atgatgctcc 
agcttcctgg ctgaatagat gaaatggggt 
atccacctca gggcacgggc aaacacatag 
gaccccgttg taatgtgcca caacaccctc 
gtcgaatttc cttttctgtt aggagctact 
caggtgggca gctgtgattg cacaacttga 
gtggggtccc tgggattggg cagtgtggtg 
ttcatcacct tctctctgga agggaagagg 
tttttttttt ttgccaaagg tttacttcca 
ctcagttata gtgcactgat gaactgagag 
tgcgtttttt ggggaggggt gtttattttt 
tgtggatgtg aagatatggt accttctcaa 
ggaaaaaaaa aaaaaaaaaa aaaaaaaaaa 


Leu 

Ala 

10 

Val 

Ala 

Ser 

Leu Gly 
15 

Ser 

Val 

25 

Cys 

Val 

Cys 

Leu 

Cys 

30 

Val 

Arg 

Gly Cys 

Val 

Cys 

Val 

45 

Cys 

Ala 

Cys 

val 

Cys 

Val 

Cys 

60 

Val 

His 

Thr Gly 

Ser 

Thr 

Ala 

75 

Tyr 

Leu 

Phe 

Gin 

Trp 

80 
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< 210> 6087 
<211> 1506 
<212> DNA 

<213 > Homo sapiens 
<400> 6087 

ncggcccccg ggagctgtgc 
60 

cggggctgcc agctcctcgg 
120 

ctcttgtccc aagagaagcg 
180 

gaggagaagg ggggcaaagt 
240 

atgaatgata tgatgagtct 
300 

atgcacccgc tgcccgggac 
360 

ttccggttcc ttaattatgt 
420 

gcccaacaaa atttatcctg 
480 

ttgggcgggt ctcgtgtcgt 
540 

cagaaagcct tggctcaagg 
600 

gaactgccct ttgatgatga 
660 

gtcacacaca ttgatcaggc 
720 

tttctctgtc tggaatttag 
780 

tatagcttcc aggtcatccc 
840 

cagtaccttg tagagagtat 
900 

gaagatgcag gctttcacaa 
960 

cattctggct tcaaacttta 
1020 

ttgaaagcct ggaactgaag 
1080 

taaggatacg tgccttggac 
1140 

tcttgtcact tttttacagc 
1200 

ggtctgtatc tttgctcaac 
1260 

aaccacccct aaagctcagt 
1320 

cttctagagg gatgatagat 
1380 


tctatggagc tattgcggcc 
gcttcgtagc tcttggcccg 
ggcagcggaa acgcactttg 
ctatcaggtg tttgaaagtg 
cggcatccat cgtgtttgga 
ccagctgctc gacatggctg 
tcagtcccag catcagagaa 
ggaagaaatt gccaaagagt 
ggtgtgtgac atcaacaagg 
atacagagct ggacttgcat 
caagtttgat atttacacca 
actccaggaa gctcatcggg 
ccaagtgaac aatcccctca 
tgtcctggga gaggtcatcg 
ccgaaggttt ccgtctcagg 
ggtgacttac gaaagtctaa 
attcctttcc tatcatggag 
gataatctgg caaatgagac 
tcatgtttga atcgaacagt 
tttctttgga gctgcttcag 
tgctaatttc tcttggctgt 
tttgaagtga gtgtatttat 
catttgaacc caatgacaat 


gtgggtggtc gcgggcgatg 
gggacctact aagtgctcgg 
ggtttgagac tgtgtcggaa 
tggctaagaa gtatgatgtg 
aggatttgct gctctggaag 
gaggcacagg tgacattgcg 
aacagaagag gcagttaagg 
accagaatga agaagattcc 
agatgctaaa ggttggaaag 
gggtattagg agatgctgaa 
ttgcctttgg gatccggaat 
tgctgaaacc aggaggacgg 
tatccaggct ttatgatcta 
ctggagactg gaagtcctat 
aagagttcaa ggacatgata 
catcaggcat tgtggccatt 
catgaaccag tcatatcctg 
agcagcagag catctcctct 
ctcaaagtgg aagaacaaat 
tccatctccc agaggcattt 
agggtgtgtg gttaaggtac 
agcttctctg ctggtgctgc 
ttttaaccag aaaatttaat 
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tgtacctgaa tcaacctttc agcctaggac gaagtctagg cccaagtcag agtattaatg 
1440 

atcatgagaa ttgtgtgctg aaccagtaaa cgagtttacc tttaaaaaaa aaaaaaaaaa 

1500 

aaaaaa 

1506 

<210> 6088 
<211> 326 
<212> PRT 

<213 > Homo sapiens 


<400> 6088 


Xaa 

Ala Pro 

Gly 

Ser 

Cys 

Ala 

Leu 

Trp 

Ser 

Tyr 

Cys 

Gly 

Arg Gly 

Trp 

1 



5 





10 




15 


Ser 

Arg Ala 

Met 

Arg 

Gly 

Cys 

Gin 

Leu 

Leu 

Gly 

Leu 

Arg 

Ser Ser 

Trp 



20 





25 





30 


Pro 

Gly Asp 

Leu 

Leu 

Ser 

Ala 

Arg 

Leu 

Leu 

Ser 

Gin 

Glu 

Lys Arg 

Ala 


35 





40 





45 



Ala 

Glu Thr 

His 

Phe 

Gly 

Phe 

Glu 

Thr 

Val 

Ser 

Glu 

Glu 

Glu Lys 

Gly 


50 




55 





60 




Gly 

Lys Val 

Tyr 

Gin 

Val 

Phe 

Glu 

Ser 

Val 

Ala 

Lys 

Lys 

Tyr Asp 

Val 

65 




70 





75 




80 

Met 

Asn Asp 

Met 

Met 

Ser 

Leu 

Gly 

lie 

His 

Arg 

Val 

Trp 

Lys Asp 

Leu 




85 





90 




95 


Leu 

Leu Trp 

Lys 

Met 

His 

Pro 

Leu 

Pro 

Gly Thr 

Gin 

Leu 

Leu Asp 

Met 



100 





105 





110 


Ala 

Gly Gly 

Thr 

Gly 

Asp 

lie 

Ala 

Phe 

Arg 

Phe 

Leu 

Asn 

Tyr Val 

Gin 


115 





120 





125 



Ser 

Gin His 

Gin 

Arg 

Lys 

Gin 

Lys 

Arg 

Gin 

Leu 

Arg 

Ala 

Gin Gin 

Asn 


130 




135 





140 




Leu 

Ser Trp 

Glu 

Glu 

He 

Ala 

Lys 

Glu 

Tyr 

Gin 

Asn 

Glu 

Glu Asp 

Ser 

145 




150 





155 




160 

Leu 

Gly Gly 

Ser 

Arg 

val 

Val 

Val 

Cys 

Asp 

lie 

Asn 

Lys 

Glu Met 

Leu 




165 





170 




175 


Lys 

Val Gly 

Lys 

Gin 

Lys 

Ala 

Leu 

Ala 

Gin Gly 

Tyr 

Arg 

Ala Gly 

Leu 



180 





185 





190 


Ala 

Trp Val 

Leu 

Gly 

Asp 

Ala 

Glu 

Glu 

Leu 

Pro 

Phe 

Asp 

Asp Asp 

Lys 


195 





200 





205 



Phe 

Asp lie 

Tyr 

Thr 

lie 

Ala 

Phe Gly 

lie Arg 

Asn 

Val 

Thr His 

lie 


210 




215 





220 




Asp 

Gin Ala 

Leu 

Gin 

Glu 

Ala 

His 

Arg 

Val 

Leu 

Lys 

Pro 

Gly Gly 

Arg 

225 




230 





235 




240 

Phe 

Leu Cys 

Leu 

Glu 

Phe 

Ser 

Gin 

Val 

Asn 

Asn 

Pro 

Leu 

lie Ser 

Arg 




245 





250 




255 


Leu 

Tyr Asp 

Leu 

Tyr 

Ser 

Phe 

Gin 

Val 

lie 

Pro 

Val 

Leu 

Gly Glu 

Val 



260 





265 





270 


lie 

Ala Gly 

Asp 

Trp 

Lys 

Ser 

Tyr 

Gin 

Tyr 

Leu 

Val 

Glu 

Ser He 

Arg 


275 





280 





285 



Arg 

Phe Pro 

Ser 

Gin 

Glu 

Glu 

Phe 

Lys 

Asp Met 

lie 

Glu 

Asp Ala 

Gly 


290 




295 





300 




Phe 

His Lys 

Val 

Thr 

Tyr 

Glu 

Ser 

Leu 

Thr 

Ser 

Gly 

lie 

Val Ala 

lie 

305 




310 





315 




320 

His 

Ser Gly 

Phe 

Lys 

Leu 
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325 

<2 10> 6089 

<211> 4211 

<212 > DNA 

<213> Homo sapiens 

<400> 6089 

ncgggcgact cgcgggtgtg 
60 

aagagtgtaa cacagccagc 
120 

tcccgagaag ttatagactt 
180 

ttcatagtga aggtggaaga 
240 

tttgagactt tttaccagcg 
300 

gaggctctca gccaactccg 
360 

aaggagcaga tcctggagct 
420 

ttccagccct gggtgaggga 
480 

gaaaatatac agcgagaact 
540 

cttcctcgga agatggcaac 
600 

accgtggaca cccagcctga 
660 

cttcctgttc tccaagttcc 
720 

cttctctcaa ctgggtccca 
780 

tccttcatcc tggaggaatg 
840 

gacaggaagg agaactatgg 
900 

gagctcatag tgaagcagat 
960 

accgaaagga gcgttcctca 
1020 

gtacaaaggt ggcaggtcaa 
1080 

agggatctgg atgcaatcac 
1140 

cacagatgca gcgattgtgg 
1200 

cgcatccaca ctggagaaaa 
1260 

cgggtgcacc tcacccagca 
1320 

gtgtgcggaa aggctttccg 
1380 


acgttgaaga tgtcggcctt 
ctcgaagact tccctctgag 
agacccccca gctgagactt 
agaagactgc acctggatgc 
cttcaggcac ttccagtacc 
ggtgctctgc tgtgagtggc 
gctggtgctg gagcagttcc 
acatcaccct gaaagtggag 
tgaggaacgc agacagcaga 
acctggagca gtgcaggagt 
gcaagcgcca cagaagcctc 
ttcccttccc ctgaaggaca 
gaagttggtg aaaattgaag 
ggggcatttg gaccagtccc 
gagtattact tccatgggtt 
ttctgatgac tctgaatcac 
ggatccagac tttgcagaag 
ccccactgtg gggaaatcaa 
agacatcagc cctaagcaaa 
caaattcttc ctccaagcct 
accgtttaag tgcggagaat 
ccagcgcgtc cacacagggg 
ggtgagttcc cacctggttc 


ctgagccgac tgcggtggtc 
ttggaatgat aatgaccgaa 
cccaggagca ggaagacctt 
aggagtacaa cccgccaacg 
atgaggcttc aggaccccgg 
tgaggcccga gctgcacacg 
tgaccatcct gcctgaagag 
aagaggcggt ggccgtgata 
ttgttgcctg ccctgatgtg 
cctgcagccc ccatcccctg 
gtctcctgga ggaaaatgcc 
gccaggagct gacagcttca 
aggtggctga tgtggctgta 
agaagtccct ttatagggat 
atgagtccag ggacaatatg 
actgggtggc gccagaacac 
tcagtgacct taaaggcatg 
ggcagaatcc ttcccagaaa 
gcacacatgg cgagagaggg 
caaactttat tcagcatcgg 
ctacaatcag 
agaaacccta caaatgtcag 
agcaccacag tgtccacagc 
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ggagagaggc cctatggctg 
1440 

atcgaacacc taaaacgcca 
1500 

aagaacacaa aattaagtgt 
1560 

ctatctggaa aaacccaaag 
1620 

tttcaaggca agctggatag 
1600 

tcttcaaaga ggatgaacta 
1740 . 

gagagaccac ataaatgtaa 
1800 

caacatcaaa gaatacacac 
1860 

tacaaccaac gcgtgcacct 
1920 

acctgtccct tatgtgggaa 
1980 

gtgcacagtg gggagagacc 
2040 

tcccacctgg ctggacatct 
2100 

tgtggggaaa tcttttttca 
2160 

cagaaaaatg aaaaaaatgg 
2220 

gaagacaaga agattgagtt 
2280 

tttggttata gctcagacct 
2340 

caatgtgata tatgtagaga 
2400 

atctactcca gcacaaaatc 
2460 

tcacatctta atcaacatca 
2520 

tgtggaatga atttcagctg 
2580 

acagatccca taaatacctt 
2640 

tagagaaacc ttcctggagg 
2700 

catttttcca gcgttaccat 
2760 

gcctttagga acaccggaga 
2820 

aatgctttag ttagcatctt 
2880 

acatggtcga ggaattcgga 
2940 

actgacacta ggaacagctt 
3000 


caatgagtgt gggaagaact 
cttcagggag aaatcccaga 
taagaagaaa atttcagaat 
aaatgtttct caagttcaag 
aaagcaggga attcccatga 
cagtgaagtc ccatatgtcc 
cgagtgtggg aaaagcttca 
tggggagaaa ccattcaggt 
aactcagcat cagcgcgtcc 
agccttcaga gtgaggtccc 
cttcaagtgt aacgaatgtg 
tcgactccac tcccgagaga 
gtacgttagc ctaattgaac 
catctgtgag gaagcatata 
acaagagcag ccttatcagt 
cattcagcat tacagaactc 
aaatgttggc cagtgttccc 
ccatcaatgt catgaatgtg 
gagaatccat actggtgaga 
gagttgtagc ctctttaaac 
aagtgtagag gggtctctgt 
gaaaccatac tcctataatg 
caaactcaca aataggttga 
acccacaata atagaaatct 
catgcttgga aatctagaca 
aagcctgcag ttgacattca 
catgagttca gtagaagtaa 


tcggtcgcca ttcgcatctg 
gatgcagtga caaaagaagt 
attcagaagc agacatggaa 
attttggaga aggctgtgag 
aagagatact aggacaacca 
acaaaaaatc ctccactgga 
ttcagagtgc acatcttatt 
gtgaggaatg tgggaaaagc 
acacaggtga gaagccctac 
accttgttca gcatcagagc 
ggaaaggctt tgggaggcgt 
aatcccatca gtgtcgtgaa 
atcaggtgct ccacatgggt 
gttggaactt gacagtgatt 
gtgatatctg tggaaaagcc 
atacagcaga gaagccctat 
acaccaaaca acatcaaaaa 
gcagaggctt cactctgaag 
aaccttttca atgtaaagaa 
acctgagaag ccatgagagg 
tgtagaatag ctcttaattt 
agcaaagtaa caacttcaag 
aatcctttag ttataactca 
tttcgtgttc cccattgaga 
agaagagaat ccatggatgg 
gtcttcactt gaaactcaaa 
gctttatttg tagcttctgc 


5270 



WO 00/58473 


PCT/USOO/08621 


cttgtttgac ggcgtatcta ttcagggaag cgcacagtaa aagaattcct tagcatgatg 
3060 

tctgttttgg tacctcagca atgaaccttt tctagaaatt attattccaa ccactagaat 
3120 

accctagtca ctattcccac tttgagcatt aacccctttg aaaagaaatg gacttaaagt 
3180 

atctctgttt tggcaaaatt caggttcagg ggctggatgg tatgtgtttc tgctgcctta 
3240 

ttcaatccac cacttctctg tgaaacactc taccttgttt ttggtttgat tctactgatg 
3300 

tcagggttta gccggtagaa ggagtagttc agtttgtcaa ttcaggagaa actgtactgg 
3360 

tcagtcacat cttacggcga agggagaggg accttagggg agcagagaag acaggcaaag 
3420 

ttgtggactg tttgatcttg tattacccac aggaatgagg gcagctaaac ccatagaagg 
3480 

agttggacca aggcgaatta cgagtcctgg tcccagcagt atgtgtgctg acttctgggt 
3540 

gccccagaaa tagacctctc ctgtagagtg gtgatataca gaatgagttt cagtttgcat 
3600 

tgcagctggg attgaaagta atcagtcatg agcaggcagg caggaggtcc tgttagccct 
3660 

gccttccagg aaggttgggg tgggagtttt gagtgggaaa gaggatgaca tgtgtgagag 
3720 

agttctgagc ctgtttgcta gggagagtga gtgagtgctc ttgggcactg ctcaggccgt 
3780 

ttctgctgac ttgcctggct tacaataaat gcccaataaa tatttgttga ccatatgtgt 
3840 

tgtacactgt ggtgccctgt ccagtcccct ctaccaagct gagaccccca tccccagctg 
3900 

ctctgagttt gggctgcaag tgctcacagc tcttgttctc cagaaactgg agaattgccc 
3960 

tcaggagatg agagccatct cacctcaccc aggagtcact tcctctctac accccaacac 
4020 

ctggttcatt tgattaaagc ggagaaaact ccagggtgct atgactgctc tggcaccctt 
4080 

ggatcaggcc aagctagact ttttctgagc cttcatccgt gctaagctct ctcccttctc 
4140 

tatcctgttt cattccctcc ctcaaaggcg tttcccaaat aaatcacact gtcaatcaca 
4200 

tggttctgaa a 
4211 

<210> 6090 

<211> 839 

<212 > PRT 

<213 > Homo sapiens 

<400> 6090 

Met lie Met Thr Glu Ser Arg Glu Val lie Asp Leu Asp Pro Pro Ala 
15 10 15 

Glu Thr Ser Gin Glu Gin Glu Asp Leu Phe lie Val Lys Val Glu Glu 
20 25 30 

Glu Asp Cys Thr Trp Met Gin Glu Tyr Asn Pro Pro Thr Phe Glu Thr 
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35 





40 





45 




Phe Tyr 

Gin 

Arg 

Phe 

Arg 

His 

Phe 

Gin 

Tyr 

His 

Glu 

Ala 

Ser 

Gly Pro 

50 





55 





60 





Arg Glu 

Ala 

Leu 

Ser 

Gin 

Leu 

Arg 

Val 

Leu 

Cys 

Cys 

Glu 

Trp 

Leu Arg 

65 




70 





75 





80 

Pro Glu 

Leu 

His 

Thr 

Lys 

Glu 

Gin 

lie 

Leu 

Glu 

Leu 

Leu 

Val 

Leu 

Glu 




85 





90 





95 


Gin Phe 

Leu 

Thr 

lie 

Leu 

Pro 

Glu 

Glu 

Phe 

Gin 

Pro 

Trp 

val 

Arg 

Glu 



100 





105 





110 



His His 

Pro 

Glu 

Ser 

Gly 

Glu 

Glu 

Ala 

Val 

Ala 

Val 

lie 

Glu 

Asn 

lie 


115 





120 





125 




Gin Arg 

Glu 

Leu 

Glu 

Glu 

Arg 

Arg 

Gin 

Gin 

lie 

Val 

Ala 

Cys 

Pro Asp 

130 





135 





140 





Val Leu 

Pro 

Arg 

Lys 

Met 

Ala 

Thr 

Pro 

Gly 

Ala 

Val 

Gin 

Glu 

Ser 

Cys 

145 




150 





155 





160 

Ser Pro 

His 

Pro 

Leu 

Thr 

Val 

Asp 

Thr 

Gin 

Pro 

Glu 

Gin 

Ala 

Pro 

Gin 




165 





170 





175 


Lys Pro Arg 

Leu 

Leu 

Glu 

Glu 

Asn 

Ala 

Leu 

Pro 

Val 

Leu 

Gin 

Val 

Pro 



180 





185 





190 



Ser Leu 

Pro 

Leu 

Lys 

Asp 

Ser 

Gin 

Glu 

Leu 

Thr 

Ala 

Ser 

Leu 

Leu 

Ser 


195 





200 





205 




Thr Gly 

Ser 

Gin 

Lys 

Leu 

Val 

Lys 

lie 

Glu 

Glu 

Val 

Ala 

Asp 

Val 

Ala 

210 





215 





220 





Val Ser 

Phe 

He 

Leu 

Glu 

Glu 

Trp 

Gly 

His 

Leu 

Asp 

Gin 

Ser 

Gin 

Lys 

225 




230 





235 





240 

Ser Leu Tyr 

Arg 

Asp 

Asp 

Arg 

Lys 

Glu 

Asn 

Tyr 

Gly 

Ser 

lie 

Thr 

Ser 




245 





250 





255 


Met Gly 

Tyr 

Glu 

Ser 

Arg 

Asp 

Asn 

Met 

Glu 

Leu 

lie 

Val 

Lys 

Gin 

lie 



260 





265 





270 



Ser Asp Asp 

Ser 

Glu 

Ser 

His 

Trp 

Val 

Ala 

Pro 

Glu 

His 

Thr 

Glu 

Arg 


275 





280 





285 




Ser Val 

Pro 

Gin 

Asp 

Pro 

Asp 

Phe 

Ala 

Glu 

Val 

Ser 

Asp 

Leu 

Lys 

Gly 

290 





295 





300 





Met Val 

Gin 

Arg 

Trp 

Gin 

Val 

Asn 

Pro 

Thr 

Val 

Gly 

Lys 

Ser 

Arg Gin 

305 




310 





315 





320 

Asn Pro 

Ser 

Gin 

Lys 

Arg 

Asp 

Leu 

Asp 

Ala 

lie 

Thr 

Asp 

lie 

Ser 

Pro 




325 





330 





335 


Lys Gin 

Ser 

Thr 

His 

Gly 

Glu 

Arg 

Gly His 

Arg 

Cys 

Ser 

Asp 

Cys 

Gly 



340 





345 





350 



Lys Phe 

Phe 

Leu 

Gin 

Ala 

Ser 

Asn 

Phe 

lie 

Gin 

His 

Arg 

Arg 

lie 

His 


355 





360 





365 




Thr Gly Glu 

Lys 

Pro 

Phe 

Lys 

Cys 

Gly Glu 

Cys 

Gly 

Lys 

Ser 

Tyr Asn 

370 





375 





380 





Gin Arg 

Val 

His 

Leu 

Thr 

Gin 

His 

Gin Arg 

Val 

His 

Thr 

Gly Glu 

Lys 

385 




390 





395 





400 

Pro Tyr 

Lys 

Cys 

Gin 

Val 

Cys 

Gly 

Lys 

Ala 

Phe 

Arg 

Val 

Ser 

Ser 

His 




405 





410 





415 


Leu Val 

Gin 

His 

His 

Ser 

Val 

His 

Ser Gly 

Glu 

Arg 

Pro 

Tyr Gly Cys 



420 





425 





430 



Asn Glu 

Cys 

Gly 

Lys 

Asn 

Phe 

Gly 

Arg His 

Ser 

His 

Leu 

lie 

Glu 

His 


435 





440 





445 




Leu Lys Arg 

His 

Phe 

Arg 

Glu 

Lys 

Ser 

Gin 

Arg 

Cys 

Ser 

Asp 

Lys Arg 

450 





455 





460 





Ser Lys 

Asn 

Thr 

Lys 

Leu 

Ser 

Val 

Lys 

Lys 

Lys 

lie 

Ser 

Glu Tyr 

Ser 
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46 5 





470 





475 





480 

Glu 

Ala 

Asp 

Met 

Glu 

Leu 

Ser Gly 

Lys 

Thr 

Gin 

Arg 

Asn 

Val 

Ser 

Gin 





485 





490 





495 


Val 

Gin 

Asp 

Phe 

Gly 

Glu 

Gly Cys 

Glu 

Phe 

Gin 

Gly 

Lys 

Leu 

Asp 

Arg 




500 





505 





510 



Lys 

Gin 

Gly 

lie 

Pro 

Met 

Lys 

Glu 

lie 

Leu Gly 

Gin 

Pro 

Ser 

Ser 

Lys 



515 





520 





525 




Arg 

Met 

Asn 

Tyr 

Ser 

Glu 

Val 

Pro 

Tyr 

Val 

His 

Lys 

Lys 

Ser 

Ser 

Thr 


530 





535 





540 





Gly 

Glu 

Arg 

Pro 

His 

Lys 

Cys Asn 

Glu 

Cys 

Gly 

Lys 

Ser 

Phe 

lie 

Gin 

545 





550 





555 





560 

Ser 

Ala 

His 

Leu 

lie 

Gin 

His 

Gin 

Arg 

lie 

His 

Thr 

Gly 

Glu 

Lys 

Pro 





565 





570 





575 


Phe 

Arg 

Cys 

Glu 

Glu 

Cys 

Gly Lys 

Ser 

Tyr 

Asn 

Gin 

Arg 

Val 

His 

Leu 




580 





585 





590 



Thr 

Gin 

His 

Gin 

Arg 

Val 

His 

Thr 

Gly 

Glu 

Lys 

Pro 

Tyr 

Thr 

Cys 

Pro 



595 





600 





605 




Leu 

Cys 

Gly 

Lys 

Ala 

Phe 

Arg 

Val 

Arg 

Ser 

His 

Leu 

Val 

Gin 

His 

Gin 


610 





615 





620 





Ser 

Val 

His 

Ser 

Gly 

Glu 

Arg 

Pro 

Phe 

Lys 

Cys 

Asn 

Glu 

Cys 

Gly 

Lys 

625 





630 





635 





640 

Gly 

Phe 

Gly 

Arg 

Arg 

Ser 

His 

Leu 

Ala 

Gly His 

Leu 

Arg 

Leu 

His 

Ser 





645 





650 





655 


Arg 

Glu 

Lys 

Ser 

His 

Gin 

Cys 

Arg 

Glu 

Cys Gly 

Glu 

lie 

Phe 

Phe 

Gin 




660 





665 





670 



Tyr 

Val 

Ser 

Leu 

lie 

Glu 

His 

Gin 

Val 

Leu 

His 

Met 

Gly 

Gin 

Lys 

Asn 



675 





680 





685 




Glu 

Lys 

Asn 

Gly 

lie 

Cys 

Glu 

Glu 

Ala 

Tyr 

Ser 

Trp 

Asn 

Leu 

Thr 

Val 


690 





695 





700 





He 

Glu 

Asp 

Lys 

Lys 

lie 

Glu 

Leu 

Gin 

Glu 

Gin 

Pro 

Tyr 

Gin 

Cys 

Asp 

705 





710 





715 





720 

lie 

Cys 

Gly 

Lys 

Ala 

Phe 

Gly Tyr 

Ser 

Ser Asp 

Leu 

lie 

Gin 

His 

Tyr 





72 5 





730 





735 


Arg 

Thr 

His 

Thr 

Ala 

Glu 

Lys 

Pro 

Tyr 

Gin Cys 

Asp 

lie 

Cys 

Arg 

Glu 




740 





745 





750 



Asn 

Val 

Gly 

Gin 

Cys 

Ser 

His 

Thr 

Lys 

Gin 

His 

Gin 

Lys 

lie 

Tyr 

Ser 



755 





760 





765 




Ser 

Thr 

Lys 

Ser 

His 

Gin 

Cys 

His 

Glu 

Cys 

Gly 

Arg 

Gly 

Phe 

Thr 

Leu 


770 





775 





780 





Lys 

Ser 

His 

Leu 

Asn 

Gin 

His 

Gin 

Arg 

lie 

His 

Thr 

Gly 

Glu 

Lys 

Pro 

785 





790 





795 





800 

Phe 

Gin 

Cys 

Lys 

Glu 

Cys 

Gly Met 

Asn 

Phe 

Ser 

Trp 

Ser 

Cys 

Ser 

Leu 





805 





810 





815 


Phe 

Lys 

His 

Leu 

Arg 

Ser 

His 

Glu 

Arg 

Thr 

Asp 

Pro 

lie 

Asn 

Thr 

Leu 




820 





825 





830 



Ser 

Val 

Glu 

Gly 

Ser 

Leu 

Leu 












035 















<210> 6091 
<211> 1336 
<212 > DNA 

<213 > Homo sapiens 
<400> 6091 
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ttttttcttt tttttttttt tccataaaaa gcactttgtt taattttatc aaatcgatct 
60 

gtacaaaagt tagcgttgct tggtcagaaa ggagtgaagg cagcagggga gtgagggtgc 
120 

gtcctccgaa cgcggtgcca agggagacgc tgcatgaaac gggtctgcga cggctcccgg 
180 

cccccacccc cacccccaga gaaatagaag cagaggcatt atcttttttt tctacaaaaa 
240 

agtaggaaaa gtagaaaaag tacaaagaag caacttctcg gctgtgttta agtttacaaa 
300 

gtttaaaggc acaagtttcc gtgaagtagg cgctattgta tgctctatgc tcagcacaca 
360 

ggggaagcag tgcaggtgaa tcaggtatga ctcgtctaga actgaggccc taacgacgtt 
420 

tagtggagaa ggtttagttt cacagcttgg taggtggcac tggtgcctgc gagccaagat 
480 

cacttctgaa gccaccactt tccaggaatt cctgtgtcct gtgtcctacc acatggcaca 
540 

gtcatgggca aggacccagg aattcctgtg tcctatgtgt cctaccacgt ggcacagtcg 
600 

gggacaggga cggagtcctg cttcccaaac cccaaactgg tactgggtgc tggggcaccc 
660 

caacctgatc agagatgtca caaggcaggt cccttctcct ccctcgggtt ttcggttgcc 
720 

aagctcgagg catgaggggc ccagtcctcc cagggacctt gggacctccg ggccctccag 
780 

ggcggcctcc cataagccga gcaacgagca acgtgatgcc ggccaacagc tgcaactcca 
840 

cctcctgcct gccctcaagg gaagcttccc agcttccgtt ttgtcttaaa ttctactctt 
900 

tgcccgaatt acctcattaa ttaaagataa aataacacag aacataaata catctttaac 
960 

agctttcaga agaaacacat ttaagcttca aaaataaaaa ttatcaaaaa cataaaaata 
1020 

aaagagagat gtgttcatca cagccagccc tcgcgtgagc gcactctgcc agcaaggaga 
1080 

cacctcagat ctgacaggca ggtcccggag atgctcgagt agactcatcc cagtctgcgg 
1140 

acagacaccc cggatcccgg acagcccgtg cagccgttgt cgagggaatg tggccttgag 
1200 

tgcaggggct ctcggcgcca agaccggcct ggacctcaca gcgccctgca aggcccctgc 
1260 

caccccctcc tttggtcctt gggctgtgct gccgtttctc ctctaccgag atgcaaagcg 
1320 

aaggtgctgg tgccgc 
1336 

<210> 6092 
<211> 118 
<212> PRT 

<213 > Homo sapiens 
<4 00 > 6092 

Met Ala Gin Ser Trp Ala Arg Thr Gin Glu Phe Leu Cys Pro Met Cys 
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15 10 15 

Pro Thr Thr Trp His Ser Arg Gly Gin Gly Arg Ser Pro Ala Ser Gin 
20 25 30 

Thr Pro Asn Trp Tyr Trp Val Leu Gly His Pro Asn Leu lie Arg Asp 
35 40 45 

Val Thr Arg Gin Val Pro Ser Pro Pro Ser Gly Phe Arg Leu Pro Ser 
50 55 60 

Ser Arg His Glu Gly Pro Ser Pro Pro Arg Asp Leu Gly Thr Ser Gly 

65 70 75 80 

Pro Ser Arg Ala Ala Ser His Lys Pro Ser Asn Glu Gin Arg Asp Ala 

85 90 95 

Gly Gin Gin Leu Gin Leu His Leu Leu Pro Ala Leu Lys Gly Ser Phe 
100 * 105 110 


Pro Ala Ser Val Leu Ser 
115 

<2 10> 6093 

<211> 1998 

<212 > DNA 

<213> Homo sapiens 

<400> 6093 

tttttttttt tttttttttt tttttttttt 
60 

aaactttaag aaaggcgctt cataagcaga 
120 

caagcacgga atgccacctt cctcaagcac 
180 

tcctctccca gaagccagct tcctgcctag 
240 

agcatttggt cacttgaggt ggccccagag 
300 

agtggctggg cctcaacctg tgacctacat 
360 

tcagtccagc tgctgcagtt agctacttga 
420 

gcagtaggtg gcttggctaa agccccagcc 
480 

cctaaggcaa gatggcaggg gatcacatga 
540 

cctggggcag atggagggaa agccagactg 
600 

ctgatggggg ctcccgaacc agtgcattgc 
660 

cagagaagac atctgcccct cctgatcctt 
720 

caataacgat aacgaaggca ttgacctgtg 
780 

gcagaaaggc cagggcatgt tgctgtgacc 
840 

tgcacatgca gaaatctggg caggtcctat 
900 

ggagagtggc tggacctcgg gagccagggc 
960 


ttttttttcc ataaaaatgg atttattgcc 
agacacagaa tgccaccctc ctcaaggagg 
gcaagctagg caggccctgc acgttctcac 
ggcccagcct gctaaaggat ggaaattaat 
ctacttgcct acccaccagg ccccagggag 
gcagggtctc tgcacccaca gactctgccc 
cacaggaggg aactgaggct ccaattcctg 
agccatggct gctggtgggg gaaggctgtt 
ctgggcaact gatgtccttc ttgctcttgt 
tggcatgggg gcccagtttg cacaaggagg 
tgctcacctc tgctccggcc ccacgcagcc 
gactactacc tcaagaacaa agtgacagta 
cagcaggcct cagtggggtt ggggaacaga 
cccccctttc tctctttcag taaacaaaag 
cggaagctgc tctcacccca gaggccccag 
ctctgcacct acaggctctg ccctcagtcc 
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agctgctgca gcacgatgga gactggatgt gcccctagag tcagggacaa tgtgggggag 
1020 

aggctgggag aggaccaggg tgcagggatg gaccaggaaa gggaaagaag aaaatgtctc 
1080 

ttctcctaga aagttacagg agagcagccc atctggggct tgaaggcggg gaagtggctt 
1140 

cggattccaa cataccccta tcagcatttg aagaaatgac tgggatactg gacctgtttc 
1200 

ggctgagaag gaaccacaga gatccagata aatccccatc tgaggaggca cagaagttgg 
1260 

tggggattct cttctgaagg ctgacatgat cattacaagt aagtttttct aatgtggaca 
1320 

tcagagccac tctgggatcc acctcttcag aaatatacaa ggctggacac tatccagggg 
1380 

cagagactag actaggggac cccttaaatt cctcttccac tcttgaatcc tccagaccta 
1440 

agccctccaa tcatagctca ctgagaggaa ggggctgcag aaaatgtcct tgttttgcaa 
1500 

aaaaaggaaa cagggccaaa gagagagagg ccacacagct aatgtcctcc tcacaaagag 
1560 

gcctctcatc tccctcaaga ggctccagct gggtcctacg ttccccccaa ctgagggatg 
. 1620 

aacctagagc ctggacccaa ggcctctgca gctactcaga ataggtggga ggaggggctg 
1680 

gctttgaggc tgccttagcc atgaggctct ttgcctagga atagctggag atgggagctg 
1740 

cagggggctc agctgtgctg tattcagaag tcaggaatgt aaactactgg ggatggggaa 
1800 

cagagatgat gtcattccca gataccccaa ctgccgcccc caaagccctg gggcagtttg 
1860 

gaacgaccac acaaacacat aggtcccagc gtgtgtgctc ccagccccag ccccagccca 
1920 

gagcccaggc cagatagcca gcagtagccc tgggtggcac ctggcaccac tggccagagc 
1980 

agagtaggaa ggacgccc 
1998 

<210> 6094 
< 211 > 136 
<212> PRT 

<213> Homo sapiens 


<400> 6094 


Met 

He 

Met 

Ser 

Ala 

Phe 

Arg 

Arg Glu 

Ser 

Pro 

Pro 

Thr 

Ser 

Val 

Pro 

1 




5 





10 





15 


Pro 

Gin 

Met 

Gly 

lie 

Tyr 

Leu 

Asp 

Leu Cys 

Gly Ser 

Phe 

Ser 

Ala 

Glu 




20 





25 





30 



Thr Gly 

Pro 

Val 

Ser 

Gin 

Ser 

Phe 

Leu 

Gin 

Met 

Leu 

lie Gly 

Val 

Cys 



35 





40 





45 



Trp Asn 

Pro 

Lys 

Pro 

Leu 

Pro 

Arg 

Leu 

Gin 

Ala 

Pro 

Asp Gly 

Leu 

Leu 


50 





55 





60 





Ser 

Cys 

Asn 

Phe 

Leu Gly 

Glu 

Glu 

Thr 

Phe 

Ser 

Ser 

Phe 

Pro 

Phe 

Leu 

65 





70 





75 





80 

Val 

His 

Pro 

Cys 

Thr 

Leu 

Val 

Leu 

Ser 

Gin 

Pro 

Leu 

Pro 

His 

lie 

Val 
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85 90 95 

Pro Asp Ser Arg Gly Thr Ser Ser Leu His Arg Ala Ala Ala Ala Gly 
100 105 110 

Leu Arg Ala Glu Pro Val Gly Ala Glu Ala Leu Ala Pro Glu Val Gin 
115 120 125 

Pro Leu Ser Leu Gly Pro Leu Gly 
130 135 

<210> 6095 
<211> 441 
<212> DNA 

<213 > Homo sapiens 
<400> 6095 

naacgtctcc gccgtcggct ccgcggcgcc gccatggccg acgtggaaga cggagaggaa 
60 

acctgcgccc tggcctctca ctccgggagc tcaggctcca agtcgggagg cgacaagatg 
120 

ttctccctca agaagtggaa cgcggtggcc atgtggagct gggacgtgga gtgcgatacg 
180 

tgcgccatct gcagggtcca ggtgatggtg gtctggggag aatgtaatca ttccttccac 
240 

aactgctgta tgtccctgtg ggtgaaacag aacaatcgct gccctctctg ccagcaggac 
300 

tgggtggtcc aaagaatcgg caaatgagag tggttagaag gcttcttagc gcagttgttc 
360 

agagccctgg tggatcttgt aatccagtgc cctacaaagg ctagaacact acaggggatg 
420 

aattcttcaa atagggaccg t 
441 

<210> 6096 
<211> 97 
<212 > PRT 

<213 > Homo sapiens 
<400 > 6096 

Met Ala Asp Val Glu Asp Gly Glu Glu Thr Cys Ala Leu Ala Ser His 
15 10 15 

Ser Gly Ser Ser Gly Ser Lys Ser Gly Gly Asp Lys Met Phe Ser Leu 
20 25 30 

Lys Lys Trp Asn Ala Val Ala Met Trp Ser Trp Asp Val Glu Cys Asp 
35 40 45 

Thr Cys Ala He Cys Arg Val Gin Val Met Val Val Trp Gly Glu Cys 
50 55 60 

Asn His Ser Phe His Asn Cys Cys Met Ser Leu Trp Val Lys Gin Asn 

65 70 . 75 80 

Asn Arg Cys Pro Leu Cys Gin Gin Asp Trp Val Val Gin Arg lie Gly 

85 90 95 

Lys 


<210> 6097 
<211> 2404 
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<212> DNA 

<213 > Homo sapiens 

<400> 6097 

cggtttgtgg cccgggaaaa 
60 

ctccagaacc accccatggt 
120 

ctgctgaaga accagtggtt 
180 

gtggagtcgg gggccctgga 
240 

ttttcccata ttggggactg 
300 

gcctacctgg ttntantagg 
360 

ggccggtcag gggctgaggc 
420 

gagccgaccc tggagaggga 
480 

cccttttctg ccctgggctg 
540 

tcacttttgg aaacgggcag 
600 

gggacccagc tcacagggca 
660 

gacaggcagg gccggaagat 
720 

atcagtgggg tggagatgca 
780 

gcagagctgg ccattgtggc 
840 

tgtgggacag atgccctgag 
900 

cacctgtcag tctctgaggt 
960 

cttcgcttta tcctcaatgc 
1020 

tctccctcct ccccgatgga 
1080 

tgtgagcggg gcttcctcac 
1140 

tggcttcaca acctctgtga 
1200 

ccccgccccc tggggccccc 
1260 ' 
ctggccccac tgatgccctt 
1320 

ggttgccccc ctgcccccag 
1380 

cactggcgcc agccagagct 
1440 

ctaagggctc tccgagccac 
1500 


gataatgtct gtgctgagtg 
actgcccatc tgcagccgtt 
tgtccgctgc caggaaatgg 
gctcagtccc tccttccacc 
gtgtgtctcc cggcagctgt 
accatgcgca nngggagaag 
cagagagtta gcagcggaac 
tcctgatgtc ctagacacat 
gccccaagag accccagacc 
cgaccttctg ctgttctggg 
gctgcccttc agcaaggtgc 
gagcaagtcc ctggggaatg 
gttgctgcag gaaaagctga 
tgcagcacag aaaaaggact 
attcacactc tgctcccatg 
ccagagctgc cgacatttct 
tttaggggag aaatttgtgc 
tgcetggatc ctgagccgcc 
ccgagagctc tcgctcgtca 
cgtctacctg gaggctgtga 
tcaggtcctg ttctcctgcg 
cctggctgaa gagctctggc 
catctcggtt gccccctacc 
ggagcggcgc ttctcccggg 
gtaccagctc accaaagccc 


aatggggcct gttccggggc 
ctggggatgt gatagaatac 
gggcccgagc tgccaaggct 
agaagaactg gcaacactgg 
ggtggggcca tcagattcca 
agnngacctg ttgggtggtc 
tgacagggag gcaaggggca 
ggttttcttc tgccctgttc 
ttgctcgttt ctaccccctg 
tgggccgcat ggtcatgttg 
ttcttcatcc catggttcgg 
tgctggaccc aagagacatc 
gaagcggaaa tttggaccct 
ttcctcacgg gatccctgag 
gagttcaggc gggcgacttg 
gcaacaagat ctggaatgct 
cacagcctgc tgaggagctg 
ttgccctggc tgcccaggag 
ctcatgccct gcaccacttc 
agcccgtgct gtggcactcg 
ctgacctcgg cctccgcctc 
agaggctgec ccccaggcct 
ccagcgcctg cagcttggag 
tccaagaggt cgtgcaggtg 
ggccccgagt gctgctgcag 
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agctcagagc ctggggacca gggcctcttc gaggccttct tggagcccct gggeaccctg 
1560 

ggctactgtg gggctgtggg cctgttaccc ccaggcacag cagctccctc cggctgggcc 
1620 

caggctccac tcagtgacac ggctcaagtc tacatggagc tgcagggcct ggtggacccg 
1680 

cagatccagc tacctctgtt agccgcccga aggtacaagt tgcagaagca gcttgacagc 
1740 

ctcacagcca ggaccccatc agaaggggag gcagggactc agaggcaaca aaagctttct 
1800 

tccctccagc tggaattgtc aaaactggac aaggcagcct ctcacctccg gcagctgatg 
1860 

gatgagcctc cagccccagg gagcccggag ctctaactca tcatccccat cagttttcct 
1920 

ccctctcaga cctgtctttg aggacaaaca gatttgtcag ctgtcagggt gcagtgggac 
1980 

gtcagagact atgtggtcca tcgccttcat tgtgtaaatg aggacacaga ctggcttggt 
2040 

cgcagtgact gtggtgtcct tgagatgctc acattactgc ccggcctgcc tcccacctgg 
2100 

aagtctggga atgaggagat tgagataaac ttttgaaatc ccaaacatgt ctgtttatgg 
2160 

ctctttggtc ccctttgctc ccagtggtga cttttgtgct tctgagttgt cccctgagag 
2220 

cttggtctgg gaaaagagga ggaggggtcc tcactggagg aagaggaacc tttcagtcac 
2280 

ggggtaggta atgggacagt ggttccggtt ctacctcctt tcttggactg acaggtgcct 
2340 

ggctttttgc agggtccttc tcctccaatt ctcactaaat ggaaggttcc ccgctccttg 

2400 

gctt 

2404 

<210> 6098 
<211> 631 
<212> PRT 

<213> Homo sapiens 


<400> 6098 














Arg 

Phe 

Val 

Ala 

Arg 

Glu 

Lys 

lie 

Met 

Ser 

Val 

Leu 

Ser 

Glu 

Trp 

Gly 

1 




5 





10 





15 


Leu 

Phe 

Arg 

Gly 

Leu 

Gin 

Asn 

His 

Pro 

Met 

Val 

Leu 

Pro 

lie 

Cys 

Ser 




20 





25 





30 



Arg 

Ser 

Gly 

Asp 

Val 

lie 

Glu 

Tyr 

Leu 

Leu 

Lys Asn 

Gin 

Trp 

Phe 

Val 



35 





40 





45 




Arg 

Cys 

Gin 

Glu 

Met 

Gly 

Ala 

Arg 

Ala 

Ala 

Lys 

Ala 

Val 

Glu 

Ser 

Gly 


50 





55 





60 





Ala 

Leu 

Glu 

Leu 

Ser 

Pro 

Ser 

Phe 

His 

Gin 

Lys 

Asn 

Trp 

Gin 

His 

Trp 

65 





70 





75 





80 

Phe 

Ser 

His 

lie 

Gly 

Asp 

Trp 

Cys 

Val 

Ser 

Arg Gin 

Leu 

Trp 

Trp 

Gly 





85 





90 





95 


His 

Gin 

He 

Pro 

Ala 

Tyr 

Leu 

Val 

Xaa 

Xaa 

Gly Pro 

Cys 

Ala 

Xaa 

Gly 




100 





105 





110 



Glu 

Glu 

Xaa 

Thr 

Cys 

Trp 

Val 

Val 

Gly 

Arg 

Ser Gly 

Ala 

Glu 

Ala 

Arg 
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115 





120 





125 




Glu 

Leu 

Ala 

Ala 

Glu 

Leu 

Thr 

Gly 

Arg 

Gin 

Gly 

Ala 

Glu 

Pro 

Thr 

Leu 


130 





135 





14 0 





Glu Arg Asp 

Pro 

Asp 

Val 

Leu 

Asp 

Thr 

Trp 

Phe 

Ser 

Ser 

Ala 

Leu 

Phe 

145 





150 





155 





160 

Pro 

Phe 

Ser 

Ala 

Leu Gly 

Trp 

Pro 

Gin 

Glu 

Thr 

Pro 

Asp 

Leu 

Ala 

Arg 





165 





170 





175 


Phe 

Tyr 

Pro 

Leu 

Ser 

Leu 

Leu 

Glu 

Thr 

Gly 

Ser 

Asp 

Leu 

Leu 

Leu 

Phe 




180 





185 





190 



Trp Val Gly Arg 

Met 

Val 

Met 

Leu 

Gly 

Thr 

Gin 

Leu 

Thr 

Gly 

Gin 

Leu 



195 





200 





205 




Pro 

Phe 

Ser 

Lys 

Val 

Leu 

Leu 

His 

Pro 

Met 

Val 

Arg 

Asp 

Arg 

Gin 

Gly 


210 





215 





220 





Arg 

Lys 

Met 

Ser 

Lys 

Ser 

Leu 

Gly 

Asn 

Val 

Leu 

Asp 

Pro 

Arg 

Asp 

lie 

225 





230 





235 





240 

He 

Ser 

Gly Val 

Glu 

Met 

Gin 

Leu 

Leu 

Gin 

Glu 

Lys 

Leu 

Arg 

Ser 

Gly 





245 





250 





255 


Asn 

Leu Asp 

Pro 

Ala 

Glu 

Leu 

Ala 

lie 

Val 

Ala 

Ala 

Ala 

Gin 

Lys 

Lys 




260 





265 





270 



Asp 

Phe 

Pro 

His 

Gly He 

Pro 

Glu 

Cys 

Gly 

Thr 

Asp 

Ala 

Leu 

Arg 

Phe 



275 





280 





285 




Thr 

Leu 

Cys 

Ser 

His 

Gly 

Val 

Gin 

Ala 

Gly 

Asp 

Leu 

His 

Leu 

Ser 

Val 


290 





295 





300 





Ser 

Glu 

Val 

Gin 

Ser 

Cys 

Arg 

His 

Phe 

Cys 

Asn 

Lys 

lie 

Trp 

Asn 

Ala 

305 





310 





315 





320 

Leu Arg 

Phe 

lie 

Leu 

Asn 

Ala 

Leu 

Gly 

Glu 

Lys 

Phe 

Val 

Pro 

Gin 

Pro 





325 





330 





335 


Ala 

Glu 

Glu 

Leu 

Ser 

Pro 

Ser 

Ser 

Pro 

Met 

Asp 

Ala 

Trp 

lie 

Leu 

Ser 




340 





345 





350 



Arg 

Leu 

Ala 

Leu 

Ala 

Ala 

Gin 

Glu 

Cys 

Glu 

Arg 

Gly 

Phe 

Leu 

Thr 

Arg 



355 





360 





365 




Glu 

Leu 

Ser 

Leu 

Val 

Thr 

His 

Ala 

Leu 

His 

His 

Phe 

Trp 

Leu 

His 

Asn 


370 





375 





380 





Leu Cys 

Asp Val 

Tyr 

Leu 

Glu 

Ala 

Val 

Lys 

Pro 

Val 

Leu 

Trp 

His 

Ser 

385 





390 





395 





400 

Pro Arg 

Pro 

Leu 

Gly Pro 

Pro 

Gin 

Val 

Leu 

Phe 

Ser 

Cys 

Ala 

Asp 

Leu 





405 





410 





415 


Gly Leu 

Arg 

Leu 

Leu 

Ala 

Pro 

Leu 

Met 

Pro 

Phe 

Leu 

Ala 

Glu 

Glu 

Leu 




420 





425 





430 



Trp 

Gin 

Arg Leu 

Pro 

Pro 

Arg 

Pro 

Gly 

Cys 

Pro 

Pro 

Ala 

Pro 

Ser 

lie 



435 





440 





445 




Ser 

Val 

Ala 

Pro 

Tyr 

Pro 

Ser 

Ala 

Cys 

Ser 

Leu 

Glu 

His 

Trp 

Arg 

Gin 


450 





455 





460 





Pro 

Glu 

Leu 

Glu 

Arg Arg 

Phe 

Ser 

Arg 

Val 

Gin 

Glu 

Val 

Val 

Gin 

Val 

465 





470 





475 





480 

Leu 

Arg Ala 

Leu 

Arg Ala 

Thr 

Tyr 

Gin 

Leu 

Thr 

Lys 

Ala 

Arg 

Pro 

Arg 





485 





490 





495 


Val 

Leu 

Leu 

Gin 

Ser 

Ser 

Glu 

Pro 

Gly 

Asp 

Gin 

Gly 

Leu 

Phe 

Glu 

Ala 




500 





505 





510 



Phe 

Leu 

Glu 

Pro 

Leu Gly 

Thr 

Leu 

Gly 

Tyr 

Cys 

Gly 

Ala 

Val 

Gly 

Leu 



515 





520 





525 




Leu 

Pro 

Pro Gly 

Thr 

Ala 

Ala 

Pro 

Ser 

Gly 

Trp 

Ala 

Gin 

Ala 

Pro 

Leu 


530 





535 





540 





Ser Asp 

Thr 

Ala 

Gin 

Val 

Tyr 

Met 

Glu 

Leu 

Gin 

Gly 

Leu 

Val 

Asp 

Pro 
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545 550 555 560 

Gin lie Gin Leu Pro Leu Leu Ala Ala Arg Arg Tyr Lys Leu Gin Lys 

565 570 575 

Gin Leu Asp Ser Leu Thr Ala Arg Thr Pro Ser Glu Gly Glu Ala Gly 
580 585 590 

Thr Gin Arg Gin Gin Lys Leu Ser Ser Leu Gin Leu Glu Leu Ser Lys 
595 600 605 

Leu Asp Lys Ala Ala Ser His Leu Arg Gin Leu Met Asp Glu Pro Pro 
610 615 620 
Ala Pro Gly Ser Pro Glu Leu 
625 630 


<210> 6099 
<211> 3957 
<212> DNA 

<213> Homo sapiens 
<400 > 6099 

ggggctgccg gggccgggac 
60 

gcgccggggt ccccagccgc 
120 

ccagccccgg cctcccgcgg 
180 

accatcggca agggcaactt 
240 

aaggttgcta tcaagatcat 
300 

ttccgggaag ttcaaattat 
360 

gttatggaga cagaacggat 
420 

tttgaccacc tggtggccca 
480 

cagatcgtca cagctgtcta 
540 

gctgaaaatt tacttctgga 
600 

aacctcttca ctcctgggca 
660 

cctgaactct ttgaaggaaa 
720 

gttgtcctct acgtgcttgt 
780 

ctgcgggccc gcgtgctgag 
840 

gagcatttga tccgccatat 
900 

atctgcaagc acaagtggat 
960 

gctgaatgcc aacaactaaa 
1020 

ttggccatgg aggacatggg 
1080 


tgggggagcc gggcccgcgg 
ccccgctgcc gtgtcccctg 
acccatgccc gcccgtatcg 
cgcggtggtc aagcgggcca 
agataagacc cagctggatg 
gaagatgctt tgccaccccc 
gatttatctg gtgacagaat 
tggtagaatg gcagaaaagg 
tttttgtcac tgtcggaaca 
tgccaatctg aatatcaaaa 
gctgctgaag acctggtgtg 
agaatatgat gggcccaaag 
gtgcggtgcc ctgccatttg 
tggaaagttc cgcatcccat 
gttggtgtta gatcccaata 
gaagctaggg gacgccgatc 
ggaagaaaga caggtggacc 
actggacaaa gaacagacac 


gccgcctgct gcctccgccc 
cggccggcca gccgcgtccc 
gctactacga gatcgaccgc 
cgcacctcgt caccaaggcc 
aagaaaactt gaagaagatt 
atatcatcag gctctaccag 
atgctagtgg aggggaaata 
aggcacgtcg gaagttcaaa 
ttgttcatcg tgatttaaaa 
tagcagattt tggtttcagt 
gcagccctcc ctatgctgca 
tggacatctg gagccttgga 
atggaagcac actgcagaat 
tttttatgtc cacagaatgt 
agcgcctctc catggagcag 
ccaactttga caggttaata 
ccctgaatga ggatgtcctc 
tgcaggcgga gcaggcaggt 
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• actgctatga acatcagcgt 
1140 

gagccggatg ggacactgaa 
1200 

ttggtgcgct atttgtcaat 
1260 

gttatggaag atctgcagaa 
1320 

ttcctgcagg tggcccctaa 
1380 

caaccaaccg ggcaacttga 
1440 

ctgttgaatg gaatgggccc 
1500 

ctgcatgccc agcagctgct 
1560 

ccagcagtgc cagcagttac 
1620 

gaagctgtgc agagctctac 
1680 

ttctcccctg tgcgccggtt 
1740 

ctggaaaaaa tgggcaacaa 
1800 

cagaagatgt acggggggca 
1860 

atgttatacc agcaggagca 
1920 

tgtcctcctc agccatctcc 
1980 

acccatcagc tccagaggtt 
2040 

aaccatctct tcaggcagcc 
2100 

cctcacgggg ctgcatcttc 
2160 

cagcagcaac ctgagaactg 
2220 

cagcagcctg ctcagtcaca 
2280 

agcaacatgc caggcacagc 
2340 

gctggtcaga tgcagatgca 
2400 

cgtcccttgt ccaagcagct 
2460 

cggttctccc ctgctaacta 
2520 

tcccggggtt cccccagcag 
2580 

gccctgaaag tccctccact 
2640 

ccgccacact ataccacgtc 
2700 


tccccaggtg cagctgatca 
tttggacagt gatgagggtg 
gaggaggcac acagtgggtg 
gctcctacct ggctttcctg 
tgtgaacttc atgcacaacc 
gtacaaggag cagtctctcc 
ccttggccgg agggcatcag 
gaagcgccca cggggaccct 
ccctgtggac gaggagagct 
ctacaaggac tccaacactc 
ctcagatggg gctgcgagca 
cagcagcatc aaacagctgc 
gattgatgaa agaaccctgg 
gcaccatcaa attctccagc 
acctcttcag gctgcatgtg 
aaggattcag ccttcaagcc 
cagtaatagt cctcccccca 
ttcccagttt caaggcttac 
ttcctctcct cccaacgtgg 
gcaggtcacc atccaagtcc 
tgcsggctcc agtgggcgcg 
gcaccgtacc aacctgatgg 
gagtgctgac agtgcagagg 
cgaccaggcg catttacacc 
ctacagccct tcaacaggag 
tgaccaattc cccaccttcc 
ggcactacag caggccctgc 


acccagagaa ccaaattgtg 
aagagccttc ccctgaagca 
tggctgaccc acgcacggaa 
gagtcaaccc ccaggctcca 
tgttgcctat gcaaaacttg 
tacagccgcc cacgctacag 
atggaggagc caacatccaa 
ctccgcttgt caccatgaca 
cagacgggga gccagaccag 
tgcacctccc tacggagcgt 
tccaggcctt caaagctcac 
agcaggagtg tgagcagctg 
agaagaccca gcagcagcat 
aacaaattca agactctatc 
aaaatcagcc agccctcctt 
caccccccaa ccaccccaac 
tgagcagtgc catgatccag 
cttcccgcag tgcaatcttt 
cactaacctg cttgggtatg 
aagagcctgt tgacatgctc 
gcatctccat cagccccagt 
ccaccctcag ctatgggcac 
ctcacagctt gaacgtgaat 
cccatctgtt ttcggaccag 
tggggttctc tccaacccaa 
ctcccagtgc acatcagcag 
tgtctcccac gccgccagac 
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tatacaagac accagcaggt accccacatc cttcaaggac tgctttctcc ccggcattcg 
2760 

ctcaccggcc actcggacat ccggctgccc ccaacagagt ttgcacagct cattaaaagg 
2820 

cagcagcaac aacggcagca gcagcagcaa cagcagcaac agcaagaata ccaggaactg 
2880 

ttcaggcaca tgaaccaagg ggatgcgggg agtctggctc ccagccttgg gggacagagc 
2940 

atgacagagc gccaggcttt atcttatcaa aatgctgact cttatcacca cacgatccag 
3000 

aacagcgacg atgcttatgt acagctggat aacttgccag gaatgagtct cgtggctggg 
3060 

aaagcactta gctctgcccg gatgtcggat gcagttctca gtcagtcttc gctcatgggc 
3120 

agccagcagt ttcaggatgg ggaaaatgag gaatgtgggg caagcctggg aggtcatgag 
3180 

cacccagacc tgagtgatgg cagccagcat ttaaactcct cttgctatcc atctacgtgt 
3240 

attacagaca ttctgctcag ctacaagcac cccgaagtct ccttcagcat ggagcaggca 
3300 

ggcgtgtaac aagaaacaga gagagagcaa gaggtcccga gtcccctcct agtctttcat 
3360 

cctgaatttg cacagaggaa agcgggtgcc cggcatggcc atcctgatgt tgctggaggg 
3420 

atccccatgc accttgtcct tctccactga tactggcagc tcggctcctg gacccaagat 
3480 

cccttgagtg gaattctgca gtgcaagagc ccttcgtggg agctgtccca tgtttccatg 
3540 

gtccccagtc tcccctccac ttggtggggt caccaactac tcaccagaag ggggcttacc 
3600 

aagaaagccc taaaaagctg ttgacttatc tgcgcttgtt ccaactctta tgcccccaac 
3660 

ctgccctacc accaccacgc gctcagcctg atgtgtttac atggtactgt atgtatggga 
3720 

gagcagactg cacccgccag caacatcaga tgaaagccag tgagcctact aaccgtgcca 
3780 

tcttgcaaac tacactttaa aaaaaactca ttgctttgta ttgtagtaac caatatgtgc 
3840 

agtatacgtt gaatgtatat gaacatactt tcctatttct gttctttgaa aatgtcagaa 
3900 

atattttttt ctttctcatt ttatgttgaa ctaaaaagga ttaaaaaaaa aatctcc 
3957 

<210> 6100 
< 211 > 1102 
<212> PRT 

<213 > Homo sapiens 
<400> 6100 

Gly Ala Ala Gly Ala Gly Thr Gly Gly Ala Gly Pro Ala Gly Arg Leu 
15 10 15 

Leu Pro Pro Pro Ala Pro Gly Ser Pro Ala Ala Pro Ala Ala Val Ser 
20 25 30 

Pro Ala Ala Gly Gin Pro Arg Pro Pro Ala Pro Ala Ser Arg Gly Pro 
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35 





40 





45 




Met 

Pro 

Ala 

Arg 

lie 

Gly 

Tyr 

Tyr 

Glu 

lie 

Asp 

Arg 

Thr 

lie 

Gly Lys 


50 





55 





60 





Gly 

Asn 

Phe 

Ala 

Val 

Val 

Lys 

Arg 

Ala 

Thr 

His 

Leu 

Val 

Thr 

Lys 

Ala 

65 





70 





75 





80 

Lys 

Val 

Ala 

lie 

Lys 

lie 

lie 

Asp 

Lys 

Thr 

Gin 

Leu 

Asp 

Glu 

Glu 

Asn 





85 





90 





95 


Leu 

Lys 

Lys 

lie 

Phe 

Arg 

Glu 

Val 

Gin 

lie 

Met 

Lys 

Met 

Leu 

Cys 

His 




100 





105 





110 



Pro 

His 

lie 

lie 

Arg 

Leu 

Tyr 

Gin 

Val 

Met 

Glu 

Thr 

Glu 

Arg 

Met 

lie 



115 





120 





125 




Tyr 

Leu 

Val 

Thr 

Glu 

Tyr 

Ala 

Ser 

Gly 

Gly 

Glu 

lie 

Phe 

Asp 

His 

Leu 


130 





135 





140 





Val 

Ala 

His 

Gly 

Arg 

Met 

Ala 

Glu 

Lys 

Glu 

Ala 

Arg 

Arg 

Lys 

Phe 

Lys 

145 





150 





155 





160 

Gin 

lie 

Val 

Thr 

Ala 

val 

Tyr 

Phe 

Cys 

His 

Cys 

Arg 

Asn 

lie 

Val 

His 





165 





170 





175 


Arg 

Asp 

Leu 

Lys 

Ala 

Glu 

Asn 

Leu 

Leu 

Leu 

Asp 

Ala 

Asn 

Leu 

Asn 

lie 




180 





185 





190 



Lys 

He 

Ala 

Asp 

Phe 

Gly 

Phe 

Ser 

Asn 

Leu 

Phe 

Thr 

Pro 

Gly 

Gin 

Leu 



195 





200 





205 




Leu 

Lys 

Thr 

Trp 

Cys 

Gly 

Ser 

Pro 

Pro 

Tyr 

Ala 

Ala 

Pro 

Glu 

Leu 

Phe 


210 





215 





220 





Glu 

Gly 

Lys 

Glu 

Tyr Asp 

Gly 

Pro 

Lys 

Val 

Asp 

lie 

Trp 

Ser 

Leu Gly 

225 





230 





235 





240 

Val 

Val 

Leu 

Tyr 

Val 

Leu 

Val 

Cys 

Gly 

Ala 

Leu 

Pro 

Phe 

Asp 

Gly 

Ser 





245 





250 





255 


Thr 

Leu 

Gin 

Asn 

Leu 

Arg 

Ala 

Arg 

Val 

Leu 

Ser 

Gly 

Lys 

Phe 

Arg 

lie 




260 





265 





270 



Pro 

Phe 

Phe 

Met 

Ser 

Thr 

Glu 

Cys 

Glu 

His 

Leu 

lie 

Arg 

His 

Met 

Leu 



275 





280 





285 




Val 

Leu 

Asp 

Pro 

Asn 

Lys 

Arg 

Leu 

Ser 

Met 

Glu 

Gin 

lie 

Cys 

Lys 

His 


290 





295 





300 





Lys 

Trp 

Met 

Lys 

Leu 

Gly 

Asp 

Ala 

Asp 

Pro 

Asn 

Phe 

Asp 

Arg 

Leu 

lie 

305 





310 





315 





320 

Ala 

Glu 

Cys 

Gin 

Gin 

Leu 

Lys 

Glu 

Glu 

Arg 

Gin 

Val 

Asp 

Pro 

Leu 

Asn 





325 





330 





335 


Glu 

Asp 

Val 

Leu 

Leu 

Ala 

Met 

Glu 

Asp 

Met 

Gly 

Leu 

Asp 

Lys 

Glu 

Gin 




340 





345 





350 



Thr 

Leu 

Gin 

Ala 

Glu 

Gin 

Ala 

Gly 

Thr 

Ala 

Met 

Asn 

lie 

Ser 

Val 

Pro 



355 





360 





365 




Gin 

val 

Gin 

Leu 

lie 

Asn 

Pro 

Glu 

Asn 

Gin 

lie 

Val 

Glu 

Pro 

Asp Gly 


370 





375 





380 





Thr 

Leu 

Asn 

Leu 

Asp 

Ser 

Asp 

Glu 

Gly 

Glu 

Glu 

Pro 

Ser 

Pro 

Glu 

Ala 

385 





390 





395 





400 

Leu 

Val 

Arg 

Tyr 

Leu 

Ser 

Met 

Arg 

Arg 

His 

Thr 

Val 

Gly 

Val 

Ala Asp 





405 





410 





415 


Pro 

Arg 

Thr 

Glu 

Val 

Met 

Glu 

Asp 

Leu 

Gin 

Lys 

Leu 

Leu 

Pro 

Gly Phe 




420 





425 





430 



Pro 

Gly 

Val 

Asn 

Pro 

Gin 

Ala 

Pro 

Phe 

Leu 

Gin 

Val 

Ala 

Pro 

Asn 

val 



435 





440 





445 




Asn 

Phe 

Met 

His 

Asn 

Leu 

Leu 

Pro 

Met 

Gin 

Asn 

Leu 

Gin 

Pro 

Thr Gly 


450 





455 





460 





Gin 

Leu 

Glu 

Tyr 

Lys 

Glu 

Gin 

Ser 

Leu 

Leu 

Gin 

Pro 

Pro 

Thr 

Leu 

Gin 
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465 





470 





475 





480 

Leu 

Leu 

Asn Gly 

Met 

Gly 

Pro 

Leu 

Gly 

Arg 

Arg 

Ala 

Ser 

Asp 

Gly 

Gly 





485 





490 





495 


Ala 

Asn 

He 

Gin 

Leu 

His 

Ala 

Gin 

Gin 

Leu 

Leu 

Lys 

Arg 

Pro 

Arg 

Gly 




SOO 





505 





510 



Pro 

Ser 

Pro 

Leu 

Val 

Thr 

Met 

Thr 

Pro 

Ala 

Val 

Pro 

Ala 

Val 

Thr 

Pro 



515 





520 





525 




Val 

Asp 

Glu 

Glu 

Ser 

Ser 

Asp 

Gly 

Glu 

Pro 

Asp 

Gin 

Glu 

Ala 

Val 

Gin 


530 





535 





540 





Ser 

Ser 

Thr Tyr 

Lys 

Asp 

Ser 

Asn 

Thr 

Leu 

His 

Leu 

Pro 

Thr 

Glu 

Arg 

545 





550 





555 





560 

Phe 

Ser 

Pro 

Val 

Arg 

Arg 

Phe 

Ser 

Asp 

Gly 

Ala 

Ala 

Ser 

lie 

Gin 

Ala 





565 





570 





575 


Phe 

Lys 

Ala 

His 

Leu 

Glu 

Lys 

Met 

Gly 

Asn 

Asn 

Ser 

Ser 

lie 

Lys 

Gin 




580 





585 





590 



Leu 

Gin 

Gin 

Glu 

Cys 

Glu 

Gin 

Leu 

Gin 

Lys 

Met 

Tyr Gly 

Gly 

Gin 

lie 



595 





600 





605 




Asp 

Glu 

Arg 

Thr 

Leu 

Glu 

Lys 

Thr 

Gin 

Gin 

Gin 

His 

Met 

Leu 

Tyr 

Gin 


610 





615 





620 





Gin 

Glu 

Gin 

His 

His 

Gin 

lie 

Leu 

Gin 

Gin 

Gin 

lie 

Gin 

Asp 

Ser 

lie 

630 





635 





640 






Cys 

Pro 

Pro 

Gin 

Pro 

Ser 

Pro 

Pro 

Leu 

Gin 

Ala 

Ala 

Cys 

Glu 

Asn 

Gin 





645 





650 





655 


Pro 

Ala 

Leu 

Leu 

Thr 

His 

Gin 

Leu 

Gin 

Arg 

Leu 

Arg 

lie 

Gin 

Pro 

Ser 




660 





665 





670 



Ser 

Pro 

Pro 

Pro 

Asn 

His 

Pro 

Asn 

Asn 

His 

Leu 

Phe 

Arg 

Gin 

Pro 

Ser 



675 





680 





685 




Asn 

Ser 

Pro 

Pro 

Pro 

Met 

Ser 

Ser 

Ala 

Met 

lie 

Gin 

Pro 

His 

Gly 

Ala 


690 





695 





700 





Ala 

Ser 

Ser 

Ser 

Gin 

Phe 

Gin 

Gly Leu 

Pro 

Ser 

Arg 

Ser 

Ala 

lie 

Phe 

705 





710 





715 





720 

Gin 

Gin 

Gin 

Pro 

Glu 

Asn 

Cys 

Ser 

Ser 

Pro 

Pro 

Asn 

Val 

Ala 

Leu 

Thr 





725 





730 





735 


Cys 

Leu 

Gly Met 

Gin 

Gin 

Pro 

Ala 

Gin 

Ser 

Gin 

Gin 

Val 

Thr 

lie 

Gin 




740 





745 





750 



Val 

Gin 

Glu 

Pro 

Val 

Asp 

Met 

Leu 

Ser 

Asn 

Met 

Pro Gly 

Thr 

Ala 

Ala 



755 





760 





765 




Gly 

Ser 

Ser Gly 

Arg 

Gly 

lie 

Ser 

lie 

Ser 

Pro 

Ser 

Ala 

Gly 

Gin 

Met 


770 





775 





780 





Gin 

Met 

Gin 

His 

Arg 

Thr 

Asn 

Leu 

Met 

Ala 

Thr 

Leu 

Ser 

Tyr 

Gly 

His 

785 





790 





795 





800 

Arg 

Pro 

Leu 

Ser 

Lys 

Gin 

Leu 

Ser 

Ala 

Asp 

Ser 

Ala 

Glu 

Ala 

His 

Ser 





805 





810 





815 


Leu 

Asn 

Val 

Asn 

Arg 

Phe 

Ser 

Pro 

Ala 

Asn 

Tyr 

Asp 

Gin 

Ala 

His 

Leu 




820 





825 





830 



His 

Pro 

His 

Leu 

Phe 

Ser 

Asp 

Gin 

Ser 

Arg 

Gly 

Ser 

Pro 

Ser 

Ser 

Tyr 



835 





840 





845 




Ser 

Pro 

Ser 

Thr 

Gly 

Val 

Gly 

Phe 

Ser 

Pro 

Thr 

Gin 

Ala 

Leu 

Lys 

Val 


850 





855 





860 





Pro 

Pro 

Leu Asp 

Gin 

Phe 

Pro 

Thr 

Phe 

Pro 

Pro 

Ser 

Ala 

His 

Gin 

Gin 

865 





870 





875 





880 

Pro 

Pro 

His 

Tyr 

Thr 

Thr 

Ser 

Ala 

Leu 

Gin 

Gin 

Ala 

Leu 

Leu 

Ser 

Pro 





885 





890 





895 


Thr 

Pro 

Pro Asp 

Tyr 

Thr 

Arg 

His 

Gin 

Gin 

Val 

Pro 

His 

lie 

Leu 

Gin 
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900 905 ?%'0 

Gly Leu Leu. Ser .Pro Arg- His Ser Leu 
.915 920 

. Leu Pro -Pro Thr Glu Phe Ala Gin Leu, - I 1-e .£ys;.As^Gl'w^ Gift; 

. 930 : 935 S #4:tt 

Arg Gin Gin Gin Gin Gin Gin Gin Gin Gin sin <31u -Tyr Gin Glu Leu 

945 . 950 &5i5 960 

Phe Arg His Met Asn Gin Gly Asp Ala Gly 'Ser Leu Ala Pro Ser Leu 

965 970 975 

Gly Gly Gin Ser Met Thr Glu Arg Gin Ala Leu Ser Tyr Gin Asn Ala 
980 985 990 

Asp Ser Tyr His His Thr lie Gin Asn Ser Asp Asp Ala Tyr Val Gin 
995 1000 1005 

Leu Asp Asn Leu Pro Gly Met Ser Leu Val Ala Gly Lys Ala Leu Ser 
1010 1015 1020 

Ser Ala Arg Met Ser Asp Ala Val Leu Ser Gin Ser Ser Leu Met Gly 

1025 1030 1035 1040 

Ser Gin Gin Phe Gin Asp Gly Glu Asn Glu Glu Cys Gly Ala Ser Leu 

1045 1050 1055 

Gly Gly His Glu His Pro Asp Leu Ser Asp Gly Ser Gin His Leu Asn 
1060 1065 1070 

Ser Ser Cys Tyr Pro Ser Thr Cys lie Thr Asp lie Leu Leu Ser Tyr 
1075 1080 1085 

Lys His Pro Glu Val Ser Phe Ser Met Glu Gin Ala Gly Val 
1090 1095 1100 

<210> 6101 

<211> 1447 

<212> DNA 

<213 > Homo sapiens 

<400> 6101 

tttttttttt tttttttttt tttttttttt tttttttttc actgcaacca gtacttatgt 
60 

ttattactgt acctaataaa cagcccagcg tggtgattcc tattcactta gtagcctccc 
120 

catctagaaa tatactccgt gatctttctt gatggccaga ctgtgtaaaa ttcatacagt 
180 

gtttactaca gggatcccca aatattgtta gttgaatgaa caaacacaca tttcaaggag 
240 

ggcactacag tgagtagatg aacagttttc tgataggaga ttgtacaagt aatgttttca 
300 

ccagtgtatt ttaggacagc agattcagat taatgcgctg ggactgaatg caaatagtaa 
360 

aattacaaat ataaagtaaa aatttggaac ctttgccaca gagaggaata ataaattgat 
420 

ttaataattt gaaagaactg taaggtttag gttttgttct tatttttagt gcgactgaga 
480 

ttggagtctg tttgtagaca tatctgaaaa aagtgaaggg ggagatggaa gatggtaaat 
540 

gccaaggaaa agatggaagg ataaatcagt gtaataaaaa ggagcacttc tttttcgcca 
600 

acagaagtaa aggtaaaggt taagtgtctg agttaacgaa tggattgttg acctctgggg 
660 
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agggtgctcc catcagctca gctttgtgac gacctaagaa tatcccttcc acacctttcc 
720 

tgatccaatc gttctggctg cataaaacca cctaaatcaa tcaactgtta cacttccctt 
780 

agtgctagga catattcata taactcccac gtattaaatg aaaatacatc catctaaaaa 
840 

taaaacaaca agattgctgc tacaccaaga aaggatttta aaaaggcctg ttcacaagct 
900 

aagtgagggc cagaggaaag gtgttcgttt aaactgaaat tcgagctgcg ataacacctc 
960 

ctaatgcaat caaacgctgt tgcagcacac ttcttaggag atcgggttca acggcaggga 
1020 

ttgggtaagg tgagaatctg gcttggcggc tccggccccg gccatctggt tcccttgggc 
1080 

tccggccgcc accatccact cgacggctct cggcccgaac gcttggtcgc accgcctgcc 
1140 

gaggtcctag atgaatcgct tcaggcctgg aaacgaggaa gccgtctccg gagaccatcg 
1200 

ccaacgctga cgcccgcggt ctgaggtcgc catgggaaga gcggtaggcc accctgctcc 
1260 

tctgatcacc ggaggacagg gacacattgt tcagggccat attcaaacac tgcccgcagt 
1320 

acttgcgtta cgtccctttg tgaaggcagg cccttcgcgg ctccccagat cagtccagcc 
1380 

tgtgtcggac ccgatgacta agcacacagg aacccataac tgagctgcgg aagagccaga 

1440 

agccgcc 

1447 

<210> 6102 

<211> 123 

<212 > PRT 

<213 > Homo sapiens 

<400> 6102 


Met 

Ala 

Leu 

Asn 

Asn 

Val 

Ser 

Leu 

Ser 

Ser 

Gly Asp 

Gin 

Arg 

Ser 

Arg 

l 




5 





10 





15 


Val 

Ala 

Tyr 

Arg 

Ser 

Ser 

His 

Gly Asp 

Leu 

Arg 

Pro 

Arg 

Ala 

Ser 

Ala 




20 





25 





30 



Leu 

Ala 

Met 

Val 

Ser 

Gly 

Asp 

Gly Phe 

Leu 

Val 

Ser 

Arg 

Pro 

Glu 

Ala 



35 





40 





45 




lie 

His 

Leu 

Gly 

Pro 

Arg 

Gin 

Ala 

Val 

Arg 

Pro 

Ser 

Val 

Arg 

Ala 

Glu 


50 





55 





60 





Ser Arg 

Arg 

Val 

Asp 

Gly 

Gly 

Gly Arg 

Ser 

Pro 

Arg 

Glu 

Pro 

Asp 

Gly 

65 





70 





75 





80 

Arg Gly 

Arg 

Ser 

Arg 

Gin 

Ala 

Arg 

Phe 

Ser 

Pro 

Tyr 

Pro 

lie 

Pro 

Ala 





85 





90 





95 


Val 

Glu 

Pro 

Asp 

Leu 

Leu 

Arg 

Ser 

Val 

Leu 

Gin 

Gin 

Arg 

Leu 

lie 

Ala 




100 





105 





110 



Leu 

Gly 

Gly 

Val 

lie 

Ala 

Ala 

Arg 

He 

Ser 

Val 








115 





120 










<210> 6103 
<211> 309 
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<212> DNA 

<213> Homo sapiens 

<400> 6103 

agatcttctt tttgagttct aggttctctg gaacacactc ctgaatgtgc acagcgccct 
60 

ctactgcttc ggccaggttg ccacagccac tgatgagaga cagctccagc cacaatggac 
120 

agaacctatg ccttgatgaa gaagattggg cagtccccag tgagagtcct gaaggagatt 
180 

gacggcttcg tcctgaaccg cctgcagtac gccgtcatca gtgaggcctg gagactggtg 
240 

gaggaagaaa tagtatctcc tagcgaccta gacctggtca tgtcagacgg gctgggcatg 
300 

cggtacgcg 

309 

<210> 6104 

<211> 71 

<212> PRT 

<2 13 > Homo sapiens 

<4 00> 6104 


Glu 

1 

Thr 

Ala 

Pro 

Ala 

5 

Thr 

Met 

Asp 

Arg 

Thr 

10 

Tyr 

Ala 

Leu 

Met 

Lys 

15 

Lys 

lie 

Gly Gin 

Ser 

20 

Pro 

Val 

Arg 

Val 

Leu 

25 

Lys 

Glu 

lie Asp 

Gly Phe 
30 

Val 

Leu 

Asn 

Arg 

35 

Leu 

Gin 

Tyr 

Ala 

Val 

40 

lie 

Ser 

Glu 

Ala 

Trp 

45 

Arg 

Leu 

Val 

Glu 

Glu 

Glu 

lie 

Val 

Ser 

Pro 

Ser 

Asp 

Leu 

Asp Leu 

Val 

Met 

Ser Asp 


50 55 60 

Gly Leu Gly Met Arg Tyr Ala 
65 70 


<210> 6105 

<211> 1846 

<212 > DNA 

<213 > Homo sapiens 

<4 00> 6105 

ncaccagcag cagcaggcag ccttactcca cggggagggc gcctcacagc agccgcggca 
60 

caggggccag aaccggggat gccccccaac cctatgaact caacacagcc atcaactgca 
120 

gggatgaagt ggtgtctccc cttccatctg ctctgcaggg gtccctcagg ctccctatca 
180 

gcccctccag ctgcctcagt tatctctgca cccccatctt cctcctcccg acatcgcaaa 
240 

ogtcgoagga cttccagcaa gtcggaggca ggggctaggg gtggaggcca gggttccaag 
300 

gaaaagggcc gagggagttg gggaggccgc caccaccacc accacccact gcctgcagca 
360 

ggcttcaaaa agcaacagcg caagttccag tatgggaatt attgcaaata ctatgggtac 
420 


5288 



WO 00/58473 


PCT/U S00/0862 1 


cgcaatcctt cctgtgagga 
480 

cgggacgtcc tagatctggg 
540 

tggggcccgt cccgcatggt 
600 

caaaacatcc gacactacct 
660 

gacccggggg cagagggtga 
720 

gcctcgctga ctgccagccg 
780 

gacacatcag tcttccccaa 
840 

gatgacctgg tggaggccca 
900 

aagtgggtgc atctgaactg 
960 

cggcacctac gccctggggg 
1020 

aagagaaaga ctcttacaga 
1080 

gagcagttca gttcctacct 
1140 

gccacacccc acaacacctc 
1200 

cgatccccca gccactaagt 
1260 

ctcataagga cctgggggaa 
1320 

atagtttcct ttcttggatc 
1380 

ccctatgcct ctggcacctg 
1440 

tctcccccag cctcccaggc 
1500 

gcatgggagg tgggaggata 
1560 

tattctccca aggagagaga 
1620 

tagctgcatt tcagtggacc 
1680 

gggaggcacg caggtactgt 
1740 

ttgggttttc aatgtgagaa 
1800 

aaaaaaaaaa aaaaaaaaaa 
1846 

<210> 6106 
<211> 405 
<212> PRT 

<213> Homo sapiens 


tgggcgcctt cgggtgttga 
ctgcaatgtg ggccatctga 
gggcctggat atcgattccc 
ttccgaggag ctgcgtctcc 
ggaagggacc accaccgttc 
gggtcccatc gctgcccccc 
caatgttgtc ttcgtcacgg 
aacacctgag tatgatgtgg 
gggagacgag ggcctgaagc 
catcctggtc ctagagcccc 
aacgatctac aagaactact 
gacatcccca gacgtgggct 
taaaggcttc cagcgtcctg 
ggccccctaa acagaaagtg 
gaggaaagtg tcccaaggtc 
tgcaaagaaa gcttttcttc 
cgcagcaagg ctggctgtgc 
tggatggcat ggactgtttg 
tcaaattctc tagccctttc 
ttcccatttc tcctcggcca 
atggatagag ggactgaggg 
gaaaatcctt ccctttgccc 
cagcacaata aacttgatgt 
aaaaaaaaaa aaaaaaaaaa 


agcctgagtg gtttcggggc 
ccctgagcat tgcctgcaag 
ggctcatcca ttctgcccgc 
caccccagac tttggaaggg 
gaaagaggag ctgcttccca 
aagtgccctt ggatggagcg 
gtaattatgt gctggatcga 
tgctctgcct cagcctcacc 
gcatgtttcg ccggatctac 
aaccctggtc gtcgtatggc 
accgaatcca attgaagcca 
tctccagcta tgagcttgtg 
tgtacctgtt ccacaaggcc 
tgaagaggct gccctcgctg 
tttcctttct gactccaaaa 
cgtcgctgcc tcagcctcct 
tggagtcacc atcatcttcc 
ctgacctctg ttctcttagg 
ctcctattct ctagcccttc 
ttgtacctag ctcttgtccc 
ttagacgggg aagactggca 
tcccccagtg ggagaggggg 
ctagggcagt ggcccccaaa 
aaaaaa 
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<400> 6106 


Xaa 

Pro 

Ala 

Ala 

Ala 

Gly 

Ser 

Leu 

Thr 

Pro 

Arg 

Gly 

Gly 

Arg Leu 

Thr 

l 




5 





10 





15 


Ala 

Ala 

Ala 

Ala 

Gin 

Gly 

Pro 

Glu 

Pro Gly Met 

Pro 

Pro 

Asn 

Pro 

Met 




20 





25 





30 



Asn 

Ser 

Thr 

Gin 

Pro 

Ser 

Thr 

Ala 

Gly Met 

Lys 

Trp 

Cys 

Leu 

Pro 

Phe 



35 





40 





45 




His 

Leu 

Leu 

Cys 

Arg 

Gly 

Pro 

Ser 

Gly Ser 

Leu 

Ser 

Ala 

Pro 

Pro 

Ala 


50 





55 





60 





Ala 

Ser 

Val 

He 

Ser 

Ala 

Pro 

Pro 

Ser 

Ser 

Ser 

Ser 

Arg 

His 

Arg 

Lys 

65 





70 





75 





80 

Arg 

Arg 

Arg 

Thr 

Ser 

Ser 

Lys 

Ser 

Glu 

Ala Gly 

Ala 

Arg 

Gly Gly 

Gly 





85 





90 





95 


Gin Gly 

Ser 

Lys 

Glu 

Lys 

Gly 

Arg 

Gly Ser Trp 

Gly 

Gly 

Arg His 

His 




100 





105 





110 



His 

His 

His 

Pro 

Leu 

Pro 

Ala 

Ala 

Gly Phe 

Lys 

Lys 

Gin 

Gin Arg 

Lys 



115 





120 





125 




Phe 

Gin 

Tyr 

Gly 

Asn 

Tyr 

Cys 

Lys 

Tyr Tyr Gly 

Tyr 

Arg 

Asn 

Pro 

Ser 


130 





135 





140 





Cys 

Glu Asp 

Gly 

Arg 

Leu 

Arg 

Val 

Leu Lys 

Pro 

Glu 

Trp 

Phe 

Arg 

Gly 

145 





150 





155 





160 

Arg Asp 

Val 

Leu 

Asp 

Leu 

Gly 

Cys 

Asn 

Val 

Gly 

His 

Leu 

Thr 

Leu 

Ser 





165 





170 





175 


lie 

Ala 

Cys 

Lys 

Trp 

Gly 

Pro 

Ser 

Arg 

Met 

Val 

Gly 

Leu 

Asp 

lie 

Asp 




180 





185 





190 



Ser Arg 

Leu 

lie 

His 

Ser 

Ala 

Arg 

Gin 

Asn 

lie 

Arg 

His 

Tyr 

Leu 

Ser 



195 





200 





205 




Glu 

Glu 

Leu 

Arg 

Leu 

Pro 

Pro 

Gin 

Thr 

Leu 

Glu 

Gly 

Asp 

Pro Gly 

Ala 


210 





215 





220 





Glu 

Gly Glu 

Glu 

Gly 

Thr 

Thr 

Thr 

Val 

Arg Lys 

Arg 

Ser 

Cys 

Phe 

Pro 

225 





230 





235 





240 

Ala 

Ser 

Leu 

Thr 

Ala 

Ser 

Arg 

Gly 

Pro 

lie 

Ala 

Ala 

Pro 

Gin 

Val 

Pro 





245 





250 





255 


Leu Asp Gly 

Ala 

Asp 

Thr 

Ser 

Val 

Phe 

Pro 

Asn 

Asn 

Val 

Val 

Phe 

Val 




260 





265 





270 



Thr Gly Asn 

Tyr 

Val 

Leu 

Asp 

Arg 

Asp Asp 

Leu 

Val 

Glu 

Ala 

Gin 

Thr 



275 





280 





285 




Pro 

Glu 

Tyr 

Asp 

Val 

Val 

Leu 

Cys 

Leu 

Ser 

Leu 

Thr 

Lys 

Trp 

Val 

His 


290 





295 





300 





Leu 

Asn 

Trp 

Gly 

Asp 

Glu 

Gly 

Leu 

Lys 

Arg Met 

Phe 

Arg 

Arg 

lie 

Tyr 

305 





310 





315 





320 

Arg 

His 

Leu 

Arg 

Pro 

Gly 

Gly 

lie 

Leu 

Val 

Leu 

Glu 

Pro 

Gin 

Pro 

Trp 





325 





330 





335 


Ser 

Ser 

Tyr 

Gly 

Lys 

Arg 

Lys 

Thr 

Leu 

Thr 

Glu 

Thr 

lie 

Tyr 

Lys 

Asn 




340 





345 





350 



Tyr Tyr Arg 

lie 

Gin 

Leu 

Lys 

Pro 

Glu 

Gin 

Phe 

Ser 

Ser 

Tyr Leu 

Thr 



355 





360 





365 




Ser 

Pro 

Asp 

Val 

Gly 

Phe 

Ser 

Ser 

Tyr Glu 

Leu 

Val 

Ala 

Thr 

Pro 

His 


370 





375 





380 





Asn 

Thr 

Ser 

Lys 

Gly 

Phe 

Gin 

Arg 

Pro 

Val 

Tyr 

Leu 

Phe 

His 

Lys 

Ala 

385 





390 





395 





400 

Arg 

Ser 

Pro 

Ser 

His 
















405 













5290 



WO 00/58473 PCT/USOO/08621 


<210> 6107 

<2 11> 896 

<212> DNA 

<213> Homo sapiens 

<400> 6107 

nnaaatttga cccgcacagt gatgaggcca gggctgggag ggaggcaggg tctatcctca 
60 

gatctcaggg gggcctctgg actgctgctg cctgcacctg cttgtctttt gggcaggcct 
120 

tggatgtcaa ggagatgctc aaggctgggc tcaacaccac ccccagctcc agcctcccca 
180 

gtggagtctc cccgaccttc acccgcctct tcagccttct catcattacc .ctctgatgga 
240 

tgggggagtt cagttggctc ggggttgcct tggcctgcca ccaggtggtc cacatgcccc 
300 

aggtggagga cggatgtgtc gcctgctgac acaatagcgc ccaggagctg gttgctaccg 
360 

ctgtctgcta cgtaggtaga gagccaagct aggaccaagg ctagaatcag caccaccaca 
420 

cctgccacca ccatcacctc attacccaca ccctcaatga gggtgacatc agtgaccccc 
480 

ttagccgacc ctactcctca ctggccggga caactggtct tatcacggag gctggggcca 
540 

ggcagccctt cggttcgggt gggcccagac cccagtccaa cgccgaggga ataggaccat 
600 

ccaaaagcgg aaccttcgcc tcagaaaaag ggtgcgggac ccctcctcac cgtgcggtca 
660 

cggtacggac agggtagatc acaggctgag ggacagagca aagacccctg aggccggaca 
720 

cctggggtcc tgccgggccc ctccccacga gagttccctg tgtctgtgcc aatcgttttc 
780 

gtctttcttt gccgcagttt cttttcctgt aaatcatggt taatgacatt aaccttctta 
840 

ccatcagggg ttagttgtgg ttgtgataaa taattactac cgttattaag caattg 
896 

<210> 6108 
<211> 124 
<212> PRT 

<213> Homo sapiens 
<4 00> 6108 

Xaa Asn Leu Thr Arg Thr Val Met Arg Pro Gly Leu Gly Gly Arg Gin 
15 10 15 

Gly Leu Ser Ser Asp Leu Arg Gly Ala Ser Gly Leu Leu Leu Pro Ala 
20 25 30 

Pro Ala Cys Leu Leu Gly Arg Pro Trp Met Ser Arg Arg Cys Ser Arg 
35 40 45 

Leu Gly Ser Thr Pro Pro Pro Ala Pro Ala Ser Pro Val Glu Ser Pro 
50 55 60 

Arg Pro Ser Pro Ala Ser Ser Ala Phe Ser Ser Leu Pro Ser Asp Gly 

65 70 75 80 

Trp Gly Ser Ser Val Gly Ser Gly Leu Pro Trp Pro Ala Thr Arg Trp 
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85 90 95 

Ser Thr Cys Pro Arg Trp Arg Thr Asp Val Ser Pro Ala Asp Thr lie 
100 105 110 

Ala Pro Arg Ser Trp Leu Leu Pro Leu Ser Ala Thr 


115 120 

<210> 6109 
<211> 2087 
<212> DNA 

<213> Homo sapiens 
<4 00> 6109 

aggccggaag cgcgcggaga ccatgtagtg 
60 

gctaccagaa gcatcatggg gccctgggga 
120 

ggtagcttca gagcctccag tgcctgtggg 
180 

gctgctggtc tcaccctcct ctgcagcctg 
240 

gctaaccatg aaggctcagc ttcccgccag 
300 

gggggcgtct ttttggccac ttgtctcctg 
360 

gatgaggccc tggcagcctt gcacgtgacg 
420 

gccatgggct tcttcctggt cctggtgatg 
480 

tcagggccgt cacctctgga ggaaacaagg 
540 

cagcattggc atgatgggcc aggggtccca 
600 

gccttgcgtg cctgtgtact ggtgttctcc 
660 

gcggtagggc tgcagcgaga ccgggctcgg 
720 

cacaagggca tcctggctgt cagcctgtcc 
780 

caggtggtgg ctggctgtgg gatcctcttc 
840 

ggtgcagctc tggcagagtc ggcaggacct 
900 

ggcatggcag ctggcacctt tctctatatc 
960 

gccagttctg agcaaaggat cctcaaggtc 
1020 

actggcctgc tcttcatcca aatctagggg 
1080 

atcaggtgcc cctgttctcc cttccctccc 
1140 

agggaaatac tgaggaccaa aaagttctct 
1200 

ctgactaatg agagggaagt gggcagacaa 
1260 


agaccctcgc gaggtctgag agtcactgga 
gagccagagc tcctggtgtg gcgccccgag 
gctggaggtg aagttggggg ccctggtgct 
gtgcccatct gtgtgctgcg ccggccagga 
aaagccctga gcctagtaag ctgtttcgcg 
gacctgctgc ctgactacct ggctgccata 
ctccagttcc cactgcaaga gttcatcctg 
gagcagatca cactggctta caaggagcag 
gctctgctgg gaacagtgaa tggtgggccg 
caggcgagtg gagccccagc aaccccctca 
ctggccctcc actccgtgtt cgaggggctg 
gccatggagc tgtgcctggc tttgctgctc 
ctgcggctgt tgcagagcca ccttagggca 
tcatgcatga cacctctagg catcgggctg 
ctgcaccagc tggcccagtc tgtgctagag 
acctttctgg aaatcctgcc ccaggagctg 
attctgctcc tagcaggctt tgccctgctc 
gcttcaagag aggggcaggg gagattgatg 
ccagttgtgg ggaataggaa ggaaagggga 
gggagctaaa gatagagcct ttggggctat 
gaggctggcc ccagtcccaa ggaacaagag 
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atggtcaagt cgctagagac 
1320 

tagaatcaga ggttggacac 
1380 

tacccagctg ctgtggaacg 
1440 

gtcctagccc atttcagcac 
1500 

ctaccctcat acctatctcc 
1560 

ccctgccaat tttggtatct 
1620 

agtgccaaac aaatcccctt 
1680 

ccagcacctc agtgaagggg 
1740 

ggcagaaata ttttctgggc 
1800 

gtaccctagg aatatgggga 
1860 

ctgccaaaac atttttttaa 
1920 

cccagcgtta tttttgggga 
1980 


atatcagggg acattaggat 
tatacataag gacaggctca 
ggtatggaga ggtcataaac 
cctgccactt ggagtggacc 
ctcctcccat ctcctagggg 
tctctggcct ctccagtcct 
cctctttctc aaagcacagt 
gcctgcttgc tctttatttt 
tggggtagga ggaaggttgt 
catggacatg gtgtcccatg 
atacacccga ggagcccaag 
gggagggctg tgcataggga 


tggggaagac: acttgactgc 
catgggaggc tggaggtggg 
ctagagtcag tgtcctgttg 
cctcctactc ttcttagcgc 
actggcgcca aatggtctct 
gcttactcct ctatttttaa 
aatgtggcac tgagccctac 
ggtcccggat cctggggtgg 
tgcagccatc tactgctgct 
cccagatgat aaacactgag 
ggggaagggc aatgcctacc 
catattcttt agaatctatt 


ttattaactg acctgttttg ggacctgtta cccaaataaa agatgtttct agacatctgt 
2040 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaa 
2087 

<210> 6110 

<211> 323 

<212> PRT 

<213 > Homo sapiens 


<400> 6110 


Met Gly 

Pro 

Trp 

Gly Glu 

Pro 

Glu 

Leu 

Leu 

Val 

Trp 

Arg 

Pro 

Glu 

Gly 

1 




5 





10 





15 


Ser 

Phe 

Arg 

Ala 

Ser 

Ser 

Ala 

Cys 

Gly 

Ala 

Gly Gly 

Glu 

Val 

Gly 

Gly 




20 





25 





30 



Pro Gly 

Ala 

Ala 

Ala Gly 

Leu 

Thr 

Leu 

Leu 

Cys 

Ser 

Leu 

Val 

Pro 

lie 



35 





40 





45 




Cys 

Val 

Leu 

Arg 

Arg 

Pro 

Gly 

Ala 

Asn 

His 

Glu Gly 

Ser 

Ala 

Ser 

Arg 


50 





55 





60 





Gin 

Lys 

Ala 

Leu 

Ser 

Leu 

Val 

Ser 

Cys 

Phe 

Ala Gly 

Gly 

Val 

Phe 

Leu 

65 





70 





75 





80 

Ala 

Thr 

Cys 

Leu 

Leu 

Asp 

Leu 

Leu 

Pro 

Asp 

Tyr 

Leu 

Ala 

Ala 

He 

Asp 





85 





90 





95 


Glu 

Ala 

Leu 

Ala 

Ala 

Leu 

His 

Val 

Thr 

Leu 

Gin 

Phe 

Pro 

Leu 

Gin 

Glu 




100 





105 





110 



Phe 

lie 

Leu 

Ala 

Met 

Gly 

Phe 

Phe 

Leu 

Val 

Leu 

Val 

Met 

Glu 

Gin 

lie 



115 





120 





125 




Thr 

Leu 

Ala 

Tyr 

Lys 

Glu 

Gin 

Ser 

Gly 

Pro 

Ser 

Pro 

Leu 

Glu 

Glu 

Thr 


130 





135 





140 





Arg 

Ala 

Leu 

Leu 

Gly Thr 

Val 

Asn 

Gly 

Gly 

Pro 

Gin 

His 

Trp 

His 

Asp 
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145 





150 




155 





160 

Gly 

Pro 

Gly 

Val 

Pro 

Gin 

Ala 

Ser Gly Ala 

Pro 

Ala 

Thr 

Pro 

Ser 

Ala 





165 




170 





175 


Leu Arg 

Ala 

Cys 

Val 

Leu 

Val 

Phe Ser 

Leu 

Ala 

Leu 

His 

Ser 

Val 

Phe 




180 




185 





190 



Glu Gly 

Leu 

Ala 

Val 

Gly 

Leu 

Gin Arg Asp 

Arg Ala 

Arg 

Ala 

Met 

Glu 



195 





200 




205 




Leu Cys 

Leu 

Ala 

Leu 

Leu 

Leu 

His Lys 

Gly 

lie 

Leu 

Ala 

Val 

Ser 

Leu 


210 





215 




220 





Ser 

Leu 

Arg 

Leu 

Leu 

Gin 

Ser 

His Leu 

Arg 

Ala 

Gin 

Val 

Val 

Ala 

Gly 

225 





230 




235 





240 

Cys 

Gly 

lie 

Leu 

Phe 

Ser 

Cys 

Met Thr 

Pro 

Leu Gly 

lie 

Gly 

Leu 

Gly 





245 




250 





255 


Ala 

Ala 

Leu 

Ala 

Glu 

Ser 

Ala 

Gly Pro 

Leu 

His 

Gin 

Leu 

Ala 

Gin 

Ser 




260 




265 





270 



Val 

Leu 

Glu 

Gly 

Met 

Ala 

Ala 

Gly Thr 

Phe 

Leu Tyr 

lie 

Thr 

Phe 

Leu 



275 





280 




285 




Glu 

lie 

Leu 

Pro 

Gin 

Glu 

Leu 

Ala Ser 

Ser 

Glu 

Gin 

Arg 

lie 

Leu 

Lys 


290 





295 




300 





Val 

lie 

Leu 

Leu 

Leu 

Ala 

Gly 

Phe Ala 

Leu 

Leu 

Thr 

Gly 

Leu 

Leu 

Phe 

305 





310 




315 





320 


He Gin lie 


<210> 6111 
< 2 1 1 > 1706 
<212> DNA 
<213> Homo sapiens 

<400 > 6111 

nnagatctgc ctgcctctct gcccccaaag tggtgggatt acaggtgtga gccactgctc 
60 

ccagccaaga aattctttat atgtagatac tattttcttg tcaagttcag atgttggaaa 
120 

taacttgcca tttgttcatt cttgtctttg ttgtttttca tataatagaa atccccccaa 
180 

tgttttatat cttttatgtc tttattttgt tttgttttgt ttttgagatg gagtttccct. 
240 

cttgttgccc aggctggagt gnagtggcac agtctcggct cactgcaacc tccacttcct 
300 

gggttcaagc agttctcgtg ccgcagcctc ccaagtagct gggactacag gcatgcgcca 
360 

ccacgccagg ctaatttttg tatttttagt agagatgggg tttcaccatg ttggccgggc 
420 

tggtctcaaa ctcctgacct caggcgatcc acccacctca gcgtcccaaa gtgctgggat 
480 

tataggcgtg agccaccgca cctggcctat gagtggtctt ttaattagga acaaatctaa 
540 

tggaaaggag agttgactga agttggccca caggattgtg agctgggcag tgccttcatg 
600 

aaggcttgcc accttgggac gccccagttt actggggtgt cttgcggagt gcagaaggct 
660 

ttctggcagc tgcctgggtt tggccagacc ctgcctcccc tcccgccggc caacccctag 
720 
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tccccttcct gtctccactt gcattcaggg gtggctgctg ttctgagaac attagaactg 
780 

ggaagagaga tggagtcaca tggatttttg gtgggcatta ttctgaactt tcgtatccaa 
840 

gttagtcccc cttattccac tgtggcattg ccgttctaag cagttacctg atgcctgctg 
900 

ctgaagagct gctcacagga ggcggcggcg gccctggcac tgccccttgc attaggtctt 
960 

gtgtttgatg tgttcttgtg aatttacttt gtcagaacaa ,aatatttacg cgttgggttc 
1020 

aggaatttct tttagctccc catctggctg tgaaattcag gaaacctccc gttgcctagt 
1080 

aatcacccca tgtaggtgta cattgtgaca aagtgcatct gaccactaag gggccccctt 
1140 

ggtgacccca gcacattcac agcagtgtta aaatggcctg cattttggag atgctggctg 
1200 

gcctttcagt gcctcccagg aagacacatg gcctttccct cttcagatgc ctgaagggag 
1260 

tgctttgagg caggtgatgt gctgggagtg tgggcggcct ccctctggcc ccggggccct 
1320 

ctgtggacct tggctccctc cgtggacctg ggcttcgtgg tgagcactgc agcctccctg 
1380 

ggcattccct ccagcgccag caccactgca acatatagac ctgagtgcta ttgtattttg 
1440 

gcttggtgtg tatgctcttc attgtgtaaa attgctgttc ttttgacaat ttaagtgatt 
1500 

gttttgttta ctgtaagttt gaaaataaaa atgaagaaaa aaaattccaa tgactgtgct 
1560 

gtggttggag actttattta ccaagatgtt tactcttcct ttccccttcc attttgagga 
1620 

gctgtgtcac tcctcctccc ccccagtgct ttgtagtctc tcctatgtca taataaagct 
1680 

acattttctc tgaaaaaaaa aaaaaa 
1706 

<210> 6112 
<2 11> 110 
<212> PRT 
<213> Homo sapiens 


<400> 6112 


Met Ser 

Leu 

Phe 

Cys 

Phe 

Val 

Leu 

Phe 

Leu 

Arg Trp 

Ser 

Phe 

Pro 

Leu 

1 



5 





10 




15 


Val Ala 

Gin 

Ala 

Gly 

Val 

Xaa 

Trp 

His 

Ser 

Leu Gly 

Ser 

Leu 

Gin 

Pro 



20 





25 




30 



Pro Leu 

Pro 

Gly 

Phe 

Lys 

Gin 

Phe 

Ser 

Cys 

Arg Ser 

Leu 

Pro 

Ser 

Ser 


35 





40 




45 




Trp Asp 

Tyr 

Arg 

His 

Ala 

Pro 

Pro 

Arg 

Gin 

Ala Asn 

Phe 

Cys 

He 

Phe 

50 





55 




60 





Ser Arg 

Asp 

Gly 

Val 

Ser 

Pro 

Cys 

Trp 

Pro 

Gly Trp 

Ser 

Gin 

Thr 

Pro 

65 




70 





75 




80 

Asp Leu 

Arg 

Arg 

Ser 

Thr 

His 

Leu 

Ser 

Val 

Pro Lys 

Cys 

Trp 

Asp 

Tyr 




85 





90 




95 


Arg Arg 

Glu 

Pro 

Pro 

His 

Leu 

Ala 

Tyr 

Glu 

Trp Ser 

Phe 

Asn 
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100 


105 


110 


<210> 6113 
<211> 1095 
<212> DNA 
<213 > Homo sapiens 

<400> 6113 

nncggccgcc aagcgatccc tgctccgcgc gacactgcgt 
60 

ggtgacgcac tttacggcgg cagcgtaagt gcgtgacgct 
120 

acgtggcgcc agcggaggca ggttgatgtg tttgtgcttc 
180 

aggcctagta agtggggtcg ggaggcgggc gtggagggac 
240 

agccaccacg acgctcttct acggctacgg ctttgtctct 
300 

atacgcgtag gccttggccc tatttcctgg tagaaccgag 
360 

atcatgttaa ccgcgcgggc tcattctgcg gaacgaagcc 
420 

taggctagat tttcgtaagg aagcagcgtc tgagccaggt 
480 

tccgtggcca cgtgcagact ggcccaggtg agagctgaga 
540 

ttcctctcct gccttatgat tcgtgctgtt tgacacgaag 
600 

atacgctgtt gtgtatgatc ccattctaat attgtgaggg 
660 

tccattctgg atctactgaa tttaattctc tgggatttga 
720 

ttaggcattt cgcattagac ttaacgttag gtttggtagc 
780 

ataactccat agtgcgttaa cccagaacta atcatttggg 
840 

ttctttgtag agttaaagaa agcaagtaaa cgcatgacct 
900 

caaaaaaagg ttcgagaaca tcatcgaaaa ttaagaaagg 
960 

aagaagccta ggaaagaccc aggagttcca aacagtgctc 
1020 

gaggaagctg agctaaggaa acagaggctt gaagaactaa 
1080 

aggcagaagg aacta 
1095 

<210> 6114 

<211> 87 

<212 > PRT 

<213 > Homo sapiens 

<400> 6114 

Met Cys Phe Phe Val Glu Leu Lys Lys Ala Ser 


gcccgcgcac gcagagaggc 
cgtcagtggc ttcagttcac 
cttctacagc caatatgaaa 
ccacgtctgg aagttgctgc 
gctggtatgg gggtgggage 
agttggaagt ccctacggcg 
gggcagaggg tggggaagac 
ttgaggccca atattttctt 
atcgcctccc agactcagtg 
tggttgtcgt tttgtgtctc 
taagtgcagg gaattttgac 
aagtagcacg tatgtttgca 
caataacaca agaaaaggat 
ttaacagatt tgtgatgtgt 
gccataagcg gtataaaatc 
aggctaaaaa gcggggtcac 
cctttaagga ggctcttctt 
aacagcagca gaaacttgac 


Lys Arg Met Thr Cys 
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1 




5 





10 





15 


His 

Lys 

Arg 

Tyr 

Lys 

He 

Gin 

Lys 

Lys 

Val 

Arg Glu 

His 

His 

Arg Lys 




20 





25 





30 



Leu 

Arg 

Lys 

Glu 

Ala 

Lys 

Lys 

Arg Gly His 

Lys 

Lys 

Pro Arg 

Lys 

Asp 



35 





40 





45 




Pro 

Gly 

Val 

Pro 

Asn 

Ser 

Ala 

Pro 

Phe 

Lys 

Glu 

Ala 

Leu 

Leu 

Glu 

Glu 


50 





55 





60 





Ala 

Glu 

Leu 

Arg 

Lys 

Gin 

Arg 

Leu 

Glu 

Glu 

Leu 

Lys 

Gin 

Gin 

Gin 

Lys 

65 





70 





75 





80 

Leu 

Asp 

Arg 

Gin 

Lys 

Glu 

Leu 














85 













<210> 6115 
<211> 411 
<212> DNA 

<213 > Homo sapiens 
<400> 6115 

gcgcgcctgg ccccgccagg gcctaagttc cctgcactcg cttccccgcc tgtcgccgcc 
60 

gccgccgccc gcagccctcc ttctcgtggg cgctggggaa gaaactcgtc ggcgggtcta 
120 

actgtggcgt cccagggcgg tggagggagc aacttcgggg gcacgtcctc gtaaatcccg 
180 

tggaggacac tgaccctgta ccccaccctc gaggccagaa gtcggttcct ttgggggaac 
240 

tgaggggcga gagcactcgc ccccctgact tgcaaagttg gcgtctttac ttggcctccg 
300 

ggattctgcg catggcgtgt ctccaggctg ctgatgggca agacagatgt gccaggtcca 
360 

gaatgaactt gagaagagtt tgtagccatt cctgaatcac cttatactag t 
411 

<210> 6116 
<211> 129 
<212> PRT 

<213 > Homo sapiens 
<400> 6116 


Met 

Ala 

Thr 

Asn 

Ser 

Ser 

Gin 

Val 

His 

Ser 

Gly 

Pro 

Gly 

Thr 

Ser 

Val 

1 




5 





10 





15 


Leu 

Pro 

lie 

Ser 

Ser 

Leu 

Glu 

Thr 

Arg 

His 

Ala 

Gin 

Asn 

Pro 

Gly 

Gly 




20 





25 





30 



Gin 

Val 

Lys 

Thr 

Pro 

Thr 

Leu 

Gin 

Val 

Arg 

Gly Ala 

Ser 

Ala 

Leu 

Ala 



35 





40 





45 




Pro 

Gin 

Phe 

Pro 

Gin 

Arg 

Asn 

Arg 

Leu 

Leu 

Ala 

Ser 

Arg 

Val 

Gly 

Tyr 


50 





55 





60 





Arg 

Val 

Ser 

Val 

Leu 

His 

Gly 

lie 

Tyr 

Glu 

Asp 

Val 

Pro 

Pro 

Lys 

Leu 

65 





70 





75 





80 

Leu 

Pro 

Pro 

Pro 

Pro 

Trp 

Asp 

Ala 

Thr 

Val 

Arg 

Pro 

Ala 

Asp 

Glu 

Phe 





85 





90 





95 


Leu 

Pro 

Gin 

Arg 

Pro 

Arg 

Glu 

Gly 

Gly 

Leu 

Arg 

Ala 

Ala 

Ala 

Ala 

Ala 




100 





105 





110 



Thr 

Gly Gly 

Glu 

Ala 

Ser 

Ala 

Gly 

Asn 

Leu 

Gly 

Pro 

Gly 

Gly 

Ala 

Arg 
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115 120 

Arg 


<2 10> 6117 

<211> 962 

<212> DNA 

<213> Homo sapiens 

<400> 6117 

cttccgcctt ccccaagcca acgtctccgc 
60 

gtggaagacg gagaggaaac ctgcgccctg 
120 

tcgggaggcg acaagatgtt ctccctcaag 
180 

gacgtggagt gcgatacgtg cgccatctgc 
240 

tgtcaagctg aaaacaaaca agaggactgt 
300 

ttccacaact gctgcatgtc cctgtgggtg 
360 

caggactggg tggtccaaag aatcggcaaa 
420 

ttgttcagag ccctggtgga tcttgtaatc 
480 

gggatgaatt cttcaaatag gagccgatgg 
540 

ttggtttagc attttgtcag ttttatcttc 
600 

attaaaggtg gtccttccta cctctgtggt 
660 

taaaaaagga aagagctcca aattgaatca 
720 

ggcagtggaa gcagtttcag agaacttttt 
780 

atgttacagt aacaaataaa gtgcagttta 
840 

aatacgtatt tttggcaggg agagggaacg 
900 

tttaagtttg ggccagtgaa cagggtaaat 

960 

aa 

962 

<210> 6118 
<211> 113 
<212> PRT 

<213> Homo sapiens 
<400> 6118 

Met Ala Asp Val Glu Asp Gly Glu 
1 5 

Ser Gly Ser Ser Gly Ser Lys Ser 


125 


cgtcggctcc gcggcgccgc catggccgac 
gcctctcact ccgggagctc aggctccaag 
aagtggaacg cggtggccat gtggagctgg 
agggtccagg tgatggatgc ctgtcttaga 
gttgtggtct ggggagaatg taatcattcc 
aaacagaaca atcgctgccc tctctgccag 

ft 

tgagagtggt tagaaggctt cttagcgcag 
cagtgcccta caaaggctag aacactacag 
atctgtggtc ctttgggact catcaaagcc 
agaaattctc tgcgattaag aagataattt 
gtgtgtcgcg cacacagctt agaagtgcta 
cctttataat ttacccattt ctatacaaca 
gcatgcttat ggttgatcag ttaaaaaaga 
aaacccaact cttactctta atttgttcct 
gtccatgaaa tctttatgtg atataaggat 
aaaatttaac ttttgagcat aaaaaaaaaa 


Glu Thr Cys Ala Leu Ala Ser His 
10 15 

Gly Gly Asp Lys Met Phe Ser Leu 
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20 

Lys Lys Trp Asn Ala Val Ala Met 
35 40 

Thr Cys Ala lie Cys Arg Val Gin 
50 55 

Gin Ala Glu Asn Lys Gin Glu Asp 
65 70 

Asn His Ser Phe His Asn Cys Cys 
85 

Asn Arg Cys Pro Leu Cys Gin Gin 
100 

Lys 


25 30 

Trp Ser Trp Asp Val Glu Cys Asp 
45 

Val Met Asp Ala Cys Leu Arg Cys 
60 

Cys Val Val Val Trp Gly Glu Cys 
75 80 
Met Ser Leu Trp Val Lys Gin Asn 
90 95 

Asp Trp Val Val Gin Arg lie Gly 
105 110 


<210> 6119 

<211> 375 

<212> DNA 

<213 > Homo sapiens 

<400> 6119 

accggttgac aacctcccta tggggaagct agatacagcc ccatggacat. gccccactga 
60 

cccccacacc ccacacggac tgcacggaaa tatcacagta accatctctc agtcacagcg 
120 

tggccccaca gaactcatgc ctgcttgctt taaacccacc aatgaaaact ccccatggga 
180 

aacctgcttg gataatactt tggaccccaa taaatgcttt aatcccacaa gtcctctgtc 
240 

tctgcctctc tcttgcccct acccactggt tgagcatgtg tgtcccaaac ggccctgcaa 
300 

ggtgtgctgc cctgttcttt ctgggctctg tcaaggaatc aaactgcttc tgttatgtga 
360 

tgtgtcatgt tgtgc 
375 

<210> 6120 

<211> 118 

<212> PRT 

<213 > Homo sapiens 

<400> 6120 

Met Gly Lys Leu Asp Thr Ala Pro Trp Thr Cys Pro Thr Asp Pro His 
15 10 15 

Thr Pro His Gly Leu His Gly Asn lie Thr val Thr lie Ser Gin Ser 
20 25 30 

Gin Arg Gly Pro Thr Glu Leu Met Pro Ala Cys Phe Lys Pro Thr Asn 
35 40 45 

Glu Asn Ser Pro Trp Glu Thr Cys Leu Asp Asn Thr Leu Asp Pro Asn 
50 55 60 

Lys Cys Phe Asn Pro Thr Ser Pro Leu Ser Leu Pro Leu Ser Cys Pro 

65 70 75 80 

Tyr Pro Leu Val Glu His Val Cys Pro Lys Arg Pro Cys Lys Val Cys 

85 90 95 

Cys Pro Val Leu Ser Gly Leu Cys Gin Gly lie Lys Leu Leu Leu Leu 


5299 



WO 00/58473 


PCT/US00/08621 


100 

Cys Asp Val Ser Cys Cys 
115 

<210> 6121 

<211> 1039 

<212> DNA 

<213> Homo sapiens 

<400> 6121 

gacggaacgg cggtggtggc ccgcggaccg 
60 

ttgtaaacat tgatttgaat gatgacaaca 
120 

aagaaacact ctccttctgc cacatttgtt 
180 

ctgatctctt gcacaccaaa tcattaaggg 
240 

taattgcaaa ccagggttgt cctcgatcta 
300 

aaaccatttt gagtaagaag ataaactgga 
360 

attcagattc tgaatgttct aaaaagcccc 
420 

cagaagaaaa attactccca cagtttgagt 
480 

tagatggaag tgcaggtggc atctctaact 
54 0 

atacagactt tggactttct atgttacaag 
600 

tattgtggcc tcatagtcac aaccaggcac 
660 

aggctaatgt ccagacccag catccacatt 
720 

taactcacca agtgcaagaa aaagattctt 
780 

ccatcgaaca gcttctgaag aactgttcta 
840 

gaatgaagtc gcacctaccc ataaacaact 
900 

ccctttattg gtctcccaga catgcaaact 
960 

tttttttatg gtcattaaat ttgccaaaca 
1020 

aagcagatca ttatactct 
1039 

<210> 6122 
<211> 221 
<212> PRT 

<213> Homo sapiens 
<400> 6122 

Met Asn Glu Glu Glu Gin Phe Val 


105 110 


gacggggcac tatgaacgaa gaggagcagt 
tttgcagtgt ttgtaaactg ggaacagaca 
ttgagctaaa tattgagggg gtaccaaagt 
gccataaaga ctgctttgaa aaataccatt 
agctttcaaa aagtacttat gaagaagtta 
ttgtgcagta tgcacaaaat aaggatctgg 
agcatcatct gtttaatttc aggcataagc 
cccaagtacc aaaatattct gcaaaatgga 
gtacacaaag aattttggag cagagggaaa 
attcaggtgc cactttatgt cgtaacagtg 
agaaaaaaga agagacaatc tctagtccag 
acagcagaga ggaataagtt tttgaagagt 
tggcctcaca gctccatgtc cgccacgttg 
agttaccatg tctgcaagta gggcgaacag 
gacctaaaca gacttacttc gtatgccctg 
ttgaagaagt ttgaagaaag ttgtggtccg 
taaggcagta tttaacatct ttgtcaaata 


Asn lie Asp Leu Asn Asp Asp Asn 
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1 




5 





10 





15 


He 

Cys 

Ser 

Val 

Cys 

Lys 

Leu 

Gly 

Thr 

Asp 

Lys 

Glu 

Thr 

Leu 

Ser 

Phe 




20 





25 





30 



Cys 

His 

lie 

Cys 

Phe 

Glu 

Leu 

Asn 

lie 

Glu 

Gly 

Val 

Pro 

Lys 

Ser 

Asp 



35 





40 





45 




Leu 

Leu 

His 

Thr 

Lys 

Ser 

Leu 

Arg 

Gly 

His 

Lys 

Asp 

Cys 

Phe 

Glu 

Lys 


,50 





55 





60 





Tyr 

His 

Leu 

lie 

Ala 

Asn 

Gin 

Gly 

Cys 

Pro 

Arg 

Ser 

Lys 

Leu 

Ser 

Lys 

65 





70 





75 





80 

Ser 

Thr 

Tyr 

Glu 

Glu 

Val 

Lys 

Thr 

lie 

Leu 

Ser 

Lys 

Lys 

lie 

Asn 

Trp 





6 5 





90 





95 


lie 

Val 

Gin Tyr 

Ala 

Gin 

Asn 

Lys 

Asp 

Leu 

Asp 

Ser 

Asp 

Ser 

Glu 

Cys 




100 





105 





110 



Ser 

Lys 

Lys 

Pro 

Gin 

His 

His 

Leu 

Phe 

Asn 

Phe 

Arg 

His 

Lys 

Pro 

Glu 



115 





120 





125 




Glu 

Lys 

Leu 

Leu 

Pro 

Gin 

Phe 

Glu 

Ser 

Gin 

Val 

Pro 

Lys 

Tyr 

Ser 

Ala 


130 





13 5 





140 





Lys 

Trp 

lie 

Asp 

Gly 

Ser 

Ala 

Gly 

Gly 

lie 

Ser 

Asn 

Cys 

Thr 

Gin 

Arg 

145 





150 





155 





160 

lie 

Leu 

Glu 

Gin 

Arg 

Glu 

Asn 

Thr 

Asp 

Phe 

Gly 

Leu 

Ser 

Met 

Leu 

Gin 





165 





170 





175 


Asp 

Ser 

Gly Ala 

Thr 

Leu 

Cys 

Arg 

Asn 

Ser 

Val 

Leu 

Trp 

Pro 

His 

Ser 




180 





185 





190 



His 

Asn 

Gin 

Ala 

Gin 

Lys 

Lys 

Glu 

Glu 

Thr 

lie 

Ser 

Ser 

Pro 

Glu 

Ala 



195 





200 





205 




Asn 

Val 

Gin 

Thr 

Gin 

His 

Pro 

His 

Tyr 

Ser 

Arg 

Glu 

Glu 





210 





215 





220 






<210> 6123 
<211> 900 
<212 > DNA 
<213 > Homo 

<4 00> 6123 

sapiens 





ntgcatgcct 

60 

gtataccaca 

gctactcggg 

aggctgaggc 

gggagaatcg 

cttgaaccca 

ggaggcggag 

120 

gttgcggtga 

gctgagatcg 

caccattgca 

ctccagcctg 

ggcaacaaga 

gcgaaacaac 

180 

aagagaaaaa 

aaaggaagct 

gccctctgcc 

caaaacccac 

gtcgaggtcc 

ccaaacctgg 

240 

gacccttagg 

tcttttctca 

cttagcgtgc 

ccaaccttct 

cctggcagga 

aacaagcctc 

300 

caggtctgct 

tccccgcaaa 

ggactataca 

tggcaaatga 

cttaaagctc 

ctgagacacc 

360 

atctccagat 

tcccatccac 

ttccccaagg 

atttcttgtc 

tgtgatgctt 

gaaaaaggaa 

420 

gtttgtctgc 

catgcgtttc 

ctcaccgccg 

tgaacttgga 

gcatccagag 

atgctggaga 

480 

aagcgtcccg 

ggagctgtgg 

atgcgcgtct 

ggtcaagggt gagtgtgggg 

ctctgggaat 

540 

cctctgggag 

gaccttggat 

gactttctga 

ccttccccag 

gcacgttttc 

agggtcatga 

600 

tcctgccccc 

gcccggggga 

tctactgtcc 

tcccagtcac 

acccctctcc 
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ccgcaccgcc ttcctgctgt cttctcttct tcccagaatg aagacatcac cgagccgcag 
660 

agcatcctgg cggctgcaga gaaggctggt atgtctgcag aacaagccca gggacttctg 
720 

gaaaagatcg caacgccaaa ggtgaagaac cagctcaagg agaccactga ggcagcctgc 
780 

agatacggag cctttgggct gcccatcacc gtggcccatg tggatggcca aacccacatg 
84 0 

ttatttggct ctgaccggat ggagctgctg gcgcacctgc tgggagagaa gtggatgggc 
900 

<210> 6124 
<211> 300 
<212> PRT 

<213> Homo sapiens 
<4 00> 6124 


Xaa 

His 

Ala 

Cys 

1 




Arg Leu 

Asn 

Pro 




20 

Cys 

Thr 

Pro 

Ala 



35 


Glu 

Ala 

Ala 

Leu 


50 



Pro 

Leu 

Gly 

Leu 

65 




Asn 

Lys 

Pro 

Pro 

Asp 

Leu 

Lys 

Leu 




100 

Lys Asp 

Phe 

Leu 



115 


Arg 

Phe 

Leu 

Thr 


130 



Ala 

Ser 

Arg 

Glu 

145 




Leu 

Trp 

Glu 

Ser 

Arg His 

Val 

Phe 




180 

Val 

Leu 

Pro 

Val 



195 


Ser 

Ser 

Ser 

Gin 


210 



Ala 

Ala 

Glu 

Lys 

225 




Glu Lys 

He 

Ala 

Glu 

Ala 

Ala 

Cys 




260 

His 

Val 

Asp 

Gly 



275 


Leu 

Leu 

Ala 

His 


lie 

5 

Pro 

Gin 

Leu 

Gly 

Gly 

Gly 

Gly 

Trp. 

Ala 

Thr 

Arg 

40 

Cys 

Pro 

Lys 

55 

Pro 

Phe 

Ser 

70 

Leu 

Ser 

Gly 

85 

Leu 

Leu 

Pro 

Leu 

Arg 

His 

His 

Ser 

Val 

Met 

Leu 

120 

Ala 

Val 

Asn 

135 

Leu 

Leu 

Trp 

150 

Met 

Arg 

Ser 

165 

Gly 

Arg 

Thr 

Arg 

Val 

Met 

lie 

Thr 

Pro 

Leu 

Ser 

200 

Asn 

Glu 

Asp 

215 

lie 

Ala 

Gly 

230 

Met 

Ser 

Thr 

245 

Pro 

Lys 

Val 

Arg 

Tyr 

Gly Ala 

Gin 

Thr 

His 

Met 

280 

Leu 

Leu 

Gly Glu 


Leu 

Gly 

Arg 

Leu 

Cys 

10 

Gly 

Glu 

Leu 

25 

Ala 

Lys 

Gin 

Gin 

Thr 

Ser 

Arg 

Ser 

val 

Pro 

Asn 

60 

Leu 

Arg 

Lys 

75 

Gly 

Leu 

Leu 

90 

Gin 

lie 

Pro 

105 

Glu 

Lys 

Gly 

Ser 

Glu 

His 

Pro 

Glu 

Val 

Trp 

Ser 

140 

Arg 

Leu 

Asp 

155 

Asp 

Phe 

Leu 

170 

Pro 

Pro 

Pro 

185 

Pro 

His 

Arg 

Leu 

Thr 

Glu 

Pro 

Gin 

Ala 

Glu 

Gin 

220 

Ala 

Lys 

Asn 

235 

Gin 

Leu 

Phe 

250 

Gly 

Leu 

Pro 

265 

Leu 

Phe 

Gly 

Ser 

Lys 

Trp 

Met 

Gly 


Arg 

Arg 

Glu 

15 

Asn 

Arg 

Ser 

30 

His 

His 

Glu 

45 

Lys 

Lys 

Lys 

Pro 

Asn 

Leu 

Gly 

Leu 

Leu 

Ala 

Gly 

80 

Tyr 

Met 

Ala 

95 

Asn 

lie 

His 

110 

Phe 

Pro 

Leu 

125 

Ser 

Ala 

Met 

Met 

Leu 

Glu 

Lys 

Val 

Ser 

Val 

Gly 

160 

Leu 

Thr 

Phe 

175 

Pro 

Gly 

Gly 

190 

Ser 

Thr 

Pro 

205 

Ala 

Val 

Phe 

Ser 

lie 

Leu 

Ala 

Gin 

Gly 

Leu 

Leu 

240 

Lys 

Glu 

Thr 

255 

Thr 

lie 

Thr 

270 

Val 

Ala 

Asp 

285 

Arg 

Met 

Glu 
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290 295 300 

<210> 6125 

<211> 468 

<212> DNA 

<213> Homo sapiens 

<400> 6125 

nctacagtca ctcaggagaa gtcccgcatg gaggcttctt acttggctga caagaaaaag 
60 

atgaaacagg acttagagga tgccagtaac aaggcggagg aggagagggc ccgcctggag 
120 

ggagaattga aggggctgca ggagcaaata gcagaaacca aagcccggct tatcacgcag 
180 

cagcatgatc gggcccaaga gcagagtgac catgccttga tgctgcgtga gctccagaag 
240 

ctgctgcagg aggagaggac ccagcgccag gacttggagc ttaggttaga agagacccga 
300 

gaagccttgg caggacgagc atatgcagct gaacagatgg aaggatttga actgcagacc 
360 

aagcagctga cccgtgaggt ggaggagctg aaaagtgaac tgcaggccat tcgagatgag 
420 

aagaatcagc cagacccccg gctgcaagaa cttcaggaag aggccgcc 
468 

<210> 6126 
<2 11> 156 
<212> PRT 

<213> Homo sapiens 
<400> 6126 


Xaa 

Thr 

Val 

Thr 

Gin 

Glu 

Lys 

Ser 

Arg 

Met 

Glu 

Ala 

Ser 

Tyr 

Leu 

Ala 

1 




5 





10 





15 


Asp 

Lys 

Lys 

Lys 

Met 

Lys 

Gin 

Asp 

Leu 

Glu 

Asp Ala 

Ser 

Asn 

Lys 

Ala 




20 





25 





30 



Glu 

Glu 

Glu 

Arg 

Ala 

Arg 

Leu 

Glu 

Gly 

Glu 

Leu 

Lys 

Gly 

Leu 

Gin 

Glu 



35 





40 





45 




Gin 

He 

Ala 

Glu 

Thr 

Lys 

Ala 

Arg 

Leu 

lie 

Thr 

Gin 

Gin 

His 

Asp 

Arg 


50 





55 





60 





Ala 

Gin 

Glu 

Gin 

Ser 

Asp 

His 

Ala 

Leu 

Met 

Leu Arg 

Glu 

Leu 

Gin 

Lys 

65 





70 





75 





80 

Leu 

Leu 

Gin 

Glu 

Glu 

Arg 

Thr 

Gin 

Arg 

Gin 

Asp 

Leu 

Glu 

Leu 

Arg 

Leu 





85 





90 





95 


Glu 

Glu 

Thr 

Arg 

Glu 

Ala 

Leu 

Ala 

Gly 

Arg 

Ala 

Tyr 

Ala 

Ala 

Glu 

Gin 




100 





105 





110 



Met 

Glu 

Gly 

Phe 

Glu 

Leu 

Gin 

Thr 

Lys 

Gin 

Leu 

Thr 

Arg 

Glu 

Val 

Glu 



115 





120 





125 




Glu 

Leu 

Lys 

Ser 

Glu 

Leu 

Gin 

Ala 

lie 

Arg 

Asp Glu 

Lys 

Asn 

Gin 

Pro 


130 





135 





140 





Asp 

Pro 

Arg 

Leu 

Gin 

Glu 

Leu 

Gin 

Glu 

Glu 

Ala 

Ala 





145 





150 





155 







<210> 6127 
<2H> 1900 
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<212> DNA 

<213> Homo sapiens 

<4 00 > 6127 

gtttcctgga ttacaggcca 
60 

gaatgctggg atgggcacct 
120 

cgggcaagag actccaatat 
180 

cacgcccatg cattgaac cc 
240 

gacaacctga tgttggagaa 
300 

gtgtaccctg aagtgttgtt 
360 

gcaggtggct catccacagc 
420 

gcaggtgggg aagctgggcg 
480 

gttacagtgg cagcggcagc 
540 

gggtctagtt tatacccggg 
600 

tacactgctc tacagcccca 
660 

cctgcccacc ccatgcctca 
720 

tacccacagg gtgtgcatcc 
780 

ccctcacttg ctgccactgc 
840 

catccctacc acacagagcc 
900 

ggccagggaa cagtgagcag 
960 

tcactgcctg ccctgaccac 
1020 

gaggaggaga cacacagtca 
1080 

taccgtgtcg gaatgctggc 
1140 

aacaacttct cccgctcccc 
1200 

gcaaagctgg gagtgaacta 
1260 

agcccgtttg tgctgcagga 
1320 

gcccacaacc acctgcgtgc 
1380 

tacatgcagt acatccacca 
1440 

gtgaatgcga tccggagtgc 
1500 


ggcantggag ataggcagcn 
gacaccccct gaggttgcat 
ggtgagggcg gcagcagagc 
taatgagatc cagcgggccc 
ggcctgcatg gcagtggaag 
tgaggttgct caccagtggt 
ccgtgaaggg gctacaagct 
gggtatgcct gagggtagag 
agtgacagca gcagccacag 
tccaggactg gggcatggcc 
cctgccctgt agccctcagt 
catgccccgg cctgccgtct 
tgcattccta ggggctcagt 
tgtgtctttc cccgttcctt 
agggcttcca ctgcccacca 
tgtccatcca gcatccacgt 
acagcccagc cctctggtga 
gccagtcaat ccccacagcc 
actggagatg ctgggtcgcc 
cccctacact gatgatgtca 
cgtgcaccag ttctgtgtgg 
gatcgtcatg gagacgctgc 
cccggccttc caccaactgg 
ccgcttgatt cacctgactc 
ccgcagcgcc ttctgcctga 


ncagcctgac tatcctggta 
ccctggctga cagggcatca 
tggccctgag ctgcctgcct 
tggtgcagtg caaggaacag 
aggcagctaa gggtgggggc 
tctggctata tgagcaaact 
gtagtgccag tgggatcagg 
ggggcccagg gactgagccg 
tggtgcccgt catatcggtg 
actcccctgg cctgcacccc 
atctcactca cccagctcac 
tccctgtgcc cagctctgca 
acccttattc agtgactcct 
ccatggcacc catcacagta 
gtgtggcctg tgagttgtgg 
ttccagccat ccaaggtgcc 
gcggaggttt tccaccgccc 
tgcaccacct gcatgctgcc 
gggcacacaa cgatcacccc 
aatggttgct ggggctggca 
gggcagccaa gggggtgctg 
agcggctgag tcccgctcat 
tgcagcgctg ccagcaggca 
ctgcggacta cgacgacttt 
cgcccatggg catgatgcag 
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tcctacagaa 

a 9 at 9gccac 

ctgtggctat 

actcagttcc 

tgtctcacac 

ggtggcctct 

gacctgggcc 


cctcaagcgc 

cttctccccc 

gggggcccct 

ctggtagcac 

cctagaagcc 

ggtatttatt 

tttcccttct 


agcaaacaga 

tgagtctttc 

cacacagggg 

agactgacag 

tagggctggg 

tggcatttat 

ttccaaattt 


ttcaacgaca 
1560 

gtctcactcg 
1620 

ggacccaggc 
1680 

gatcatcctc 
174 0 

ggggccaaga 
1800 

gggggcgttg 
1860 

tactctagtc 
1900 

<210> 6128 
<211> 530 
<212> PRT 
<213 > Homo sapiens 


<400> 6128 


Val 

l 

Ser 

Trp 

lie 

Thr 

5 

Gly 

Thr 

He 

Leu 

Val 

20 

Glu 

Cys 

Ala 

Ser 

Leu 

35 

Ala 

Asp 

Arg 

Arg 

Ala 

50 

Ala 

Ala 

Glu 

Leu 

Leu 

65 

Asn 

Pro 

Asn 

Glu 

lie 

70 

Asp 

Asn 

Leu 

Met 

Leu 

85 

Glu 

Lys 

Gly 

Gly 

Gly 

100 

val 

Tyr 

Trp 

Phe 

Trp 

115 

Leu 

Tyr 

Glu 

Glu 

Gly 

130 

Ala 

Thr 

Ser 

Cys 

Ala 

145 

Gly 

Arg 

Gly 

Met 

Pro 

150 

Val 

Thr 

Val 

Ala 

Ala 

165 

Ala 

Val 

lie 

Ser 

Val 

180 

Gly 

Ser 

Gly 

His 

Ser 

195 

Pro 

Gly 

Leu 

Pro 

Cys 

210 

Ser 

Pro 

Gin 

Tyr 

Met 

225 

Pro 

His 

Met 

Pro 

Arg 

230 

Tyr 

Pro 

Gin 

Gly 

Val 

245 

His 

Ser 

Val 

Thr 

Pro 

Pro 

Ser 


Gin 

Ala 

Xaa 

Glu 

lie 

Trp 

Asp 

Gly 

10 

His 

Leu 

Ala 

Ser 

25 

Arg 

Ala 

Arg 

Ala 

40 

Leu 

Ser 

Cys 

Leu 

55 

Gin 

Arg 

Ala 

Leu 

Val 

Lys 

Ala 

Cys 

Met 

75 

Ala 

Pro 

Glu 

Val 

90 

Leu 

Phe 

Gin 

Thr 

105 

Ala 

Gly 

Gly 

Ser 

120 

Ala 

Ser 

Gly 

lie 

135 

Glu 

Gly 

Arg 

Gly 

Gly 

Ala 

Val 

Thr 

Ala 

155 

Ala 

Ser 

Leu 

Tyr 

170 

Pro 

Gly 

His 

Pro 

185 

Tyr 

Thr 

Ala 

Leu 

200 

Thr 

His 

Pro 

Ala 

215 

Pro 

Ala 

Val 

Phe 

Pro 

Pro 

Ala 

Phe 

Leu 

235 

Gly 

Leu 

Ala 

Ala 

250 

Thr 

Ala 


ccaaggagct gtggcagcgg 
acccttaggg tcctatacag 
gagtgaaact tggctggaca 
ctgctcttgg gctatagctt 
ggagacagcc ctgtctggga 
aaatatataa actccttttt 


Gly 

Ser 

Xaa 

Ser 

Leu 

Thr 

Pro 

Pro 

15 

Glu 

Val 

Asp 

Ser 

30 

Asn 

Met 

Val 

Pro 

45 

His 

Ala 

His 

Ala 

60 

Gin 

Cys 

Lys 

Glu 

Gin 

Val 

Glu 

Glu 

Ala 

80 

Ala 

Glu 

Val 

Ala 

95 

His 

Gin 

Ser 

Ser 

110 

Thr 

Ala 

Arg 

Arg 

125 

Ala 

Gly 

Gly 

Glu 

140 

Pro 

Gly 

Thr 

Glu 

Pro 

Ala 

Thr 

Val 

Val 

160 

Pro 

Pro 

Gly 

Leu 

175 

Gly 

His 

Leu 

Gin 

190 

Pro 

His 

Leu 

His 

205 

Pro 

Ala 

His 

Pro 

220 

Val 

Pro 

Ser 

Ser 

Ala 

Ala 

Gin 

Tyr 

Pro 

240 

Tyr 

val 

Ser 

Phe 

255 

Pro 

Val 
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260 





265 



Pro 

Ser 

Met 

Ala 

Pro 

lie 

Thr 

Val 

His 

Pro 

Tyr 



275 





280 




Leu 

Pro 

Leu 

Pro 

Thr 

Ser 

Val 

Ala 

Cys 

Glu 

Leu 


290 





295 





Val 

Ser 

Ser 

Val 

His 

Pro 

Ala 

Ser 

Thr 

Phe 

Pro 

305 





310 





315 

Ser 

Leu 

Pro 

Ala 

Leu 

Thr 

Thr 

Gin 

Pro 

Ser 

Pro 





325 





330 


Phe 

Pro 

Pro 

Pro 

Glu 

Glu 

Glu 

Thr 

His 

Ser 

Gin 




340 





345 



Ser 

Leu 

His 

His 

Leu 

His 

Ala 

Ala 

Tyr 

Arg 

Val 



355 





360 




Glu 

Met 

Leu 

Gly 

Arg 

Arg 

Ala 

His 

Asn 

Asp 

His 


370 





375 





Arg 

Ser 

Pro 

Pro 

Tyr 

Thr 

Asp 

Asp 

Val 

Lys 

Trp 

385 





390 





395 

Ala 

Lys 

Leu 

Gly 

Val 

Asn 

Tyr 

Val 

His 

Gin 

Phe 





405 





410 


Lys 

Gly 

Val 

Leu 

Ser 

Pro 

Phe 

Val 

Leu 

Gin 

Glu 




420 





425 



Leu 

Gin 

Arg 

Leu 

Ser 

Pro 

Ala 

His 

Ala 

His 

Asn 



435 





440 




Ala 

Phe 

His 

Gin 

Leu 

Val 

Gin 

Arg 

Cys 

Gin 

Gin 


450 





455 





He 

His 

His 

Arg 

Leu 

lie 

His 

Leu 

Thr 

Pro 

Ala 

465 





470 





475 

Val 

Asn 

Ala 

lie 

Arg 

Ser 

Ala 

Arg 

Ser 

Ala 

Phe 





485 





490 


Gly 

Met 

Met 

Gin 

Phe 

Asn 

Asp 

lie 

Leu 

Gin 

Asn 




500 





505 



Gin 

Thr 

Lys 

Glu 

Leu 

Trp 

Gin 

Arg 

Val 

Ser 

Leu 



515 





520 




Ser 

Pro 











530 











<210> 6129 

< 211 > 2012 

<212> DNA 

<213 > Homo sapiens 

<400> 6129 

ataggagcag tttcagtacc agcccgagta ggatggaatc 
60 

cctacccgga agtggccccg acccccctcc ccccgtcccg 
120 

9999999999 gggctgatcg gcgctaccgg attggacaac 
180 

tggg a ggcgt ggcctccggc cggctcctct gctgttgcca 
240 

gcggaaggag cagaggaccg gcagccggcg tcgaggcggg 
300 

atggcggcct cggggcccgg gtgtcgcagc tggtgcttgt 
360 


270 

His Thr Glu Pro Gly 
285 

Trp Gly Gin Gly Thr 
300 

Ala lie Gin Gly Ala 
320 

Leu Val Ser Gly Gly 
335 

Pro Val Asn Pro His 
350 

Gly Met Leu Ala Leu 
365 

Pro Asn Asn Phe Ser 
380 

Leu Leu Gly Leu Ala 
400 

Cys Val Gly Ala Ala 
415 

lie Val Met Glu Thr 
430 

His Leu Arg Ala Pro 
445 

Ala Tyr Met Gin Tyr 
460 

Asp Tyr Asp Asp Phe 
480 

Cys Leu Thr Pro Met 
495 

Leu Lys Arg Ser Lys 
510 

Glu Met Ala Thr Phe 
525 


aaacacggtg ctggaacatt 
gcctcccacg cacggggggg 
ttggcatggg gcggggcctc 
agggaaacrtg ccgcgaggag 
gcgcgggaac gacggcggcc 
gtcccgaggt gccatccgcc 
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accttcttca ctgcgctgct ctcgctgctg gtttccgggc ctcgcctgtt cctgctgcag 
420 

cagcccctgg cgccctcggg cctcacgctg aagtccgagg cccttcgcaa ctggcaagtt 
480 

tacaggctgg taacctacat ctttgtctac gagaatccca tctccctgct ctgcggcgct 
540 

atcatcatct ggcgctttgc tggcaatttc gagagaaccg tgggcaccgt ccgccactgc 
600 

ttcttcaccg tgatcttcgc catcttctcc gctatcatct tcctgtcatt cgaggctgtg 
660 

tcatcactgt caaagctggg ggaagtggag gatgccagag gtttcacccc agtggccttt 
720 

gccatgctgg gagtcaccac cgtccgttct cggatgaggc gggccctggt gtttggcatg 
780 

gttgtgccct cagtcctggt tccgtggctc ctgctgggtg cctcgtggct cattccccag 
840 

acctctttcc tcagtaatgt ctgcgggctg tccatcgggc tggcctatgg cctcacctac 
900 

tgctattcca tcgacctctc agagcgagtg gcgctgaagc tcgatcagac cttccccttc 
960 

agcctgatga ggaggatatc cgtgttcaag tacgtctcag ggtcttcagc cgagaggagg 
1020 

gcagcccaga gccggaaact gaacccggtg cctggctcct accccacaca gagctgccac 
1080 

cctcacctgt ccccaagcca ccctgtgtcc cagacgcagc acgccagtgg tcagaagctg 
1140 

gcctcctggc cctcctgcac ccccgggcac atgcccacct tgcctccgta ccagcctgcc 
1200 

tccggcctgt gctatgtgca gaaccacttt ggtccaaacc ccacctcctc cagtgtctac 
1260 

ccagcttctg cgggcacctc cctgggcatc cagcccccca cgcctgtgaa cagccctggc 
1320 

acggtgtatt ctggggcctt gggcacacca ggggctgcag gctccaagga gtcctccagg 
1380 

gtccccatgc cctgagagaa tttctaggga agtcatctca cttggccttc tgaaggtcct 
1440 

ccctaagagt ctcctgacaa aagttactta ttgaacacct ctatgtgcca ggctctgtgt 
1500 

tgggtacttt gatcaatgcc cctgtttcag tctcatctgt actcacggca gccctgtgga 
1560 

gtacggtgta ctggcccagc ttacagatgc agaaagcgag acgttctgcc atcagataaa 
1620 

gtcacgtggc tctttagtaa cacggacaag gctcctcgcc aaggaactcg tggcagaaga 
1680 

gggc:agcagt tggcagtagc tgccgatgtc tgtccccagc tccaccattc ctccctgtgg 
1740 

ctgtgccgtg ctcgtggttt cagtgtccgt gtgtccatgt gtctgccctt caggagctcg 
1800 

cagctggtgt gcttggcggt cccaggcctg tgtagtgtct ctcccctgct gcgggcgccc 
1860 

ccaccccgat tcctctcccc agaagcggtg ggatgggccc ccatgaactg cagcagcatg 
1920 

ctgaggtgtc catgttgtct gcctttgtat aaagaaacag cctctgacct gcaaaaaaaa 
1980 
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aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 
2012 

<210> 6130 
<211> 364 
<212> PRT 

<213 > Homo sapiens 


<400> 6130 


Met 

Ala 

Ala 

Ser 

Gly 

Pro Gly 

Cys 

Arg 

Ser 

Trp 

Cys 

Leu 

Cys 

Pro 

Glu 

1 




5 





10 





15 


Val 

Pro 

Ser 

Ala 

Thr 

Phe 

Phe 

Thr 

Ala 

Leu 

Leu 

Ser 

Leu 

Leu 

Val 

Ser 




20 





25 





30 



Gly 

Pro 

Arg 

Leu 

Phe 

Leu 

Leu 

Gin 

Gin 

Pro 

Leu 

Ala 

Pro 

Ser 

Gly 

Leu 



35 





40 





45 




Thr 

Leu 

Lys 

Ser 

Glu 

Ala 

Leu 

Arg 

Asn Trp 

Gin 

Val 

Tyr 

Arg 

Leu 

Val 


50 





55 





60 





Thr 

Tyr 

lie 

Phe 

Val 

Tyr 

Glu 

Asn 

Pro 

lie 

Ser 

Leu 

Leu 

Cys 

Gly 

Ala 

65 





70 





75 





80 

lie 

lie 

lie 

Trp 

Arg 

Phe 

Ala 

Gly 

Asn 

Phe 

Glu 

Arg 

Thr 

Val 

Gly 

Thr 





85 





90 





95 


Val 

Arg 

His 

Cys 

Phe 

Phe 

Thr 

Val 

lie 

Phe 

Ala 

lie 

Phe 

Ser 

Ala 

lie 




100 





105 





110 



He 

Phe 

Leu 

Ser 

Phe 

Glu 

Ala 

Val 

Ser 

Ser 

Leu 

Ser 

Lys 

Leu 

Gly 

Glu 



115 





120 





125 




Val 

Glu 

Asp 

Ala 

Arg 

Gly 

Phe 

Thr 

Pro 

Val 

Ala 

Phe 

Ala 

Met 

Leu 

Gly 


130 





135 





140 





Val 

Thr 

Thr 

Val 

Arg 

Ser Arg 

Met 

Arg Arg 

Ala 

Leu 

Val 

Phe 

Gly 

Met 

145 





150 





155 





160 

Val 

Val 

Pro 

Ser 

Val 

Leu 

Val 

Pro 

Trp 

Leu 

Leu 

Leu 

Gly 

Ala 

Ser 

Trp 





165 





170 





175 


Leu 

lie 

Pro 

Gin 

Thr 

Ser 

Phe 

Leu 

Ser 

Asn 

Val 

Cys 

Gly 

Leu 

Ser 

lie 




180 





185 





190 



Gly 

Leu 

Ala 

Tyr 

Gly 

Leu 

Thr 

Tyr 

Cys 

Tyr 

Ser 

lie 

Asp 

Leu 

Ser 

Glu 



195 





200 





205 




Arg 

Val 

Ala 

Leu 

Lys 

Leu Asp 

Gin 

Thr 

Phe 

Pro 

Phe 

Ser 

Leu 

Met 

Arg 


210 





215 





220 





Arg 

lie 

Ser 

Val 

Phe 

Lys 

Tyr 

Val 

Ser 

Gly Ser 

Ser 

Ala 

Glu 

Arg 

Arg 

225 





230 





235 





240 

Ala 

Ala 

Gin 

Ser 

Arg 

Lys 

Leu 

Asn 

Pro 

Val 

Pro 

Gly 

Ser 

Tyr 

Pro 

Thr 





245 





250 





255 


Gin 

Ser 

Cys 

His 

Pro 

His 

Leu 

Ser 

Pro 

Ser 

His 

Pro 

Val 

Ser 

Gin 

Thr 




260 





265 





270 



Gin 

His 

Ala 

Ser 

Gly 

Gin Lys 

Leu 

Ala 

Ser 

Trp 

Pro 

Ser 

Cys 

Thr 

Pro 



275 





280 





285 




Gly 

His 

Met 

Pro 

Thr 

Leu 

Pro 

Pro 

Tyr Gin 

Pro 

Ala 

Ser 

Gly 

Leu 

Cys 


290 





295 





300 





Tyr 

Val 

Gin 

Asn 

His 

Phe Gly 

Pro 

Asn 

Pro 

Thr 

Ser 

Ser 

Ser 

Val 

Tyr 

305 





310 





315 





320 

Pro 

Ala 

Ser 

Ala 

Gly 

Thr 

Ser 

Leu 

Gly He 

Gin 

Pro 

Pro 

Thr 

Pro 

Val 





325 





330 





335 


Asn 

Ser 

Pro 

Gly 

Thr 

Val 

Tyr 

Ser 

Gly Ala 

Leu 

Gly 

Thr 

Pro 

Gly 

Ala 




340 





345 





350 



Ala 

Gly 

Ser 

Lys 

Glu 

Ser 

Ser 

Arg 

Val 

Pro 

Met 

Pro 
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355 360 

<210> 6131 
<211> 3526 
<212> DNA 

<213> Homo sapiens 
<400> 6131 

nngggagcgg cgagtaagat ggaagatgag 
60 

gacagcgggg aaatagacag acggttggaa 
120 

aggaaatcca aatctcctcc caaagtgccc 
180 

gggccccctc cacagatccg catcctcaag 
240 

cccaactcca ccagcaggcc cacccttcca 
300 

tacgccgagg cccggaagcg gatcctgggc 
360 

cccatcctcg acaggtcttc ctctgatctt 
420 

cccgaagaca gcaggcagcc caataatgtg 
480 

cacggcttca aacagcgcag ataaatgcag 
540 

accgcctcct gggtcgtccg ccacgggttg 
600 

agagggaacg acctgactta cttgcactgt 
660 

gaaccccatg cactgtgacc tccccccttc 
720 

caagggctgt cccaagtcaa tggaaaggga 
780 

acccagcaag gactcagaga gtcagacagt 
840 

ccagcaataa cagtttatca tgctcattaa 
900 

acacccaccc acccccaagt gcatgtctcc 
960 

tatcctttct tttttttttc ttcctatttt 
1020 

gaaaaagtgc atgggagggg ttttagtggt 
1080 

ttggtagtct acttaaaaat gtttctggga 
1140 

ttggtgagct tagcttctgt attcctactg 
1200 

cgccaggaca gacgagcacc ccatgcctat 
1260 

tctgggcctt gcctggagac tgggctagct 
1320 

caaccccacc tctagtattt tgggagatag 
1380 


gaggtcgctg agagctggga agaggcggca 
aaaaaactga agatcacaca aaaagagagc 
attgtgattc aggacgatag ccttcccgcg 
aggcccacca gcaacggtgt ggtcagcagc 
gtcaagtccc tagcacagcg agaggccgag 
agcgccagcc ccgaggagga gcaggagaaa 
cttcccttca ggccaaccag gatctcccaa 
atcagacagc ctttgggtcc tgatgggtca 
gcaagaaaag atgccgccgt tgctgccgtc 
cactgccgtg gcagacagct ggacttgagc 
gatccccctt gctccgccca ctgtgacctt 
tcccccttcc cactgtgatt ggcacatcga 
aagggtgggg gttaggggaa ggttgggggg 
gccacttggc cacttggggt aaagccagtg 
tttgggattt caaaacacaa atgaaaactc 
atcacttaaa aagtaagttc catttgaaaa 
tgtttgttta tacaaatatc tgatttgcaa 
ttaatgaatt tttaattaag aaagggtagt 
aattcactag aaacattaac caataggatt 
ccgcccagaa aaggggcagg gctctgcagc 
aectccctcc ccgagctaag tcccagggca 
ctgtaggctc ggagagcctg gggagggtgc 
ggaaagtgaa ccgacttccc cttcccatac 
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ccctcagggt ggttccctac 
1440 

ggagtgagat tgcatccctg 
1500 

ccatcagcac aaggaaaacc 
1560 

gtatgttcag aaggtggata 
1620 

gcagtgctcc atctccattg 
1680 

gtgcaatcag taccttgaag 
1740 

ctttgcaaag attgatgaca 
1800 

ttccagagcg agggcctgga 
1860 

gctttggctc cttgaggtgg 
1920 

cctggctcct ctcaggcttc 
1980 

ccagacagcc tccctgctcc 
2040 

gtgatgaggg cagcacgtgg 
2100 

cgttggttcc ctgtgggaat 
2160 

tcctccggag gaagggccag 
2220 

taactgtaaa gccaggcatt 
2280 

agggaggatt accttcagga 
2340 

actgccctaa ccaagtgtcc 
2400 

gtttcccgcc caaagtgaga 
2460 

tgggaacgcc agaagtgctg 
2520 

cctctagtgg gaggccaaag 
2580 

cagggactgg tcctcccacc 
2640 

tcaccaccca ccagcagtca 
2700 

tttaaaaaga aagaaaacag 
2760 

aaacggtttg gattttgtgt 
2820 

ctaagtgctt tttttccttt 
2880 

ccagggggat ggggggcagg 
2940 

gtccccttcc cccagctcct 
3000 


cagccaggct tactacttct 
ggcttagaag tgacggagag 
aggagagagt ctgcctccag 
ggtcttccca ctccagcatg 
gtggccccag ctcagtaact 
gcagaacatt ctgaataaag 
gactggttcc tcagaggcct 
atgaaggcag tttatcctct 
aagagactaa gagggcagct 
ctgatccctt ccattgcact 
tgaccagcag atacgtttcg 
tggccaaggt gacaagctga 
ggtaggccag gcccagtaag 
ctgccagctg agtcagcagc 
gcccatgagc agagctggaa 
gaaggcaagg aagaaaactg 
acattctaaa tgtgtagtgt 
ctttcctttt aattggagaa 
attgcccagc cattgggacc 
taaaggctgg ctggtgggtg 
tccctctggc caaagatggg 
tgccctgggc ttcccaaatg 
gaaactgtat tgtgtcgggg 
gtgggagggt attttttggg 
tcttttttaa agtaagttgc 
aacctgaggc tgctgcccct 
ccctgacccc atgggccagg 


agaagaaagc agagtgccag 
aagacttgtt tagtattttg 
gactctgagc cttctgcctc 
gcttgaactc ttaggggtct 
atacctggta catttcctgt 
ttggaaaaag aacagctttg 
aggctacccg tcaccccttt 
gtccctggag cctggggttt 
gcccagagca gctgtgtgta 
gcgccttatc cctcagccag 
gagtggttgg tgtggttttt 
gtctcacagg ctcactccct 
ccatgcccca acacgtcctc 
tagtccatag cacagcctta 
ccagagcttc agtcagtaag 
gcfcgctatct ttatagttcc 
ccatccctta tgtaatagtg 
gggtatagag gtagtccagg 
acctgttctt gccccactac 
tctgtggatt gaggatgtgg 
ctttgcccgc tgtgtgcctg 
gagaggtagc aggcaacgtt 
gaggcgggag ggagatgagg 
ggtagttgtc tgtaactttc 
aggctttggc ttggaaaacc 
ttatctgcct tcacggtact 
cctcagacct tccagctaac 
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cgcttcccat gagccactac tctgatgtca gcctataacc aaaggagctg gggggtccag 
3060 

gcctggtgac caacctttct cagcccactc aatcagggtg ctccccacct gcaggcagga 
3120 

ggcaacaccc tatctgctac catcagcccc ttccagagcc catctgcccc gcccagccct 
3180 

gccctgccca gccataccct gctctgcccc atctgggggt gccctgctca gggatgggct 
3240 

ggcagggctg tacccagcct ccctggtaag cagagactca agaaacctct ggggtcctgt 
3300 

tttctggtcg tgtgatccca ggggtgcaca tgggcccctt gggtgtctga acagaagggc 
3360 

atgggaggga gggctgcacc cctgcagtct tactctgctg gtgtagcggg cagctgccca 
3420 

ctcccacccc accctgcacc gcgggctcct gagtcggcag attaagcatt ttataaattg 
3480 

tattttaaat acatgtttta aacttgtaaa aaaaaaaaaa aaaaaa 
3526 

<210 > 6132 
<211> 167 
<212 > PRT 

<2 13 > Homo sapiens 
<400> 6132 

Xaa Gly Ala Ala Ser Lys Met Glu Asp Glu Glu Val Ala Glu Ser Trp 
1.5 10 15 

Glu Glu Ala Ala Asp Ser Gly Glu lie Asp Arg Arg Leu Glu Lys Lys 
20 25 30 

Leu Lys lie Thr Gin Lys Glu Ser Arg Lys Ser Lys Ser Pro Pro Lys 
35 40 45 

Val Pro lie Val lie Gin Asp Asp Ser Leu Pro Ala Gly Pro Pro Pro 
50 55 60 

Gin lie Arg lie Leu Lys Arg Pro Thr Ser Asn Gly Val Val Ser Ser 

65 70 75 80 

Pro Asn Ser Thr Ser Arg Pro Thr Leu Pro Val Lys Ser Leu Ala Gin 

85 90 95 

Arg Glu Ala Glu Tyr Ala Glu Ala Arg Lys Arg lie Leu Gly Ser Ala 
100 105 110 

Ser Pro Glu Glu Glu Gin Glu Lys Pro lie Leu Asp Arg Ser Ser Ser 
115 120 125 

Asp Leu Leu Pro Phe Arg Pro Thr Arg lie Ser Gin Pro Glu Asp Ser 
130 135 140 

Arg Gin Pro Asn Asn Val lie Arg Gin Pro Leu Gly Pro Asp Gly Ser 

145 150 155 160 

His Gly Phe Lys Gin Arg Arg 
165 

<210> 6133 
<211> 4156 
<212 > DNA 

<213> Homo sapiens 
<4 00> 6133 


5311 



WO 00/58473 


PCT/US00/08621 


nngcggccgc cgcgccgggg 
60 

gcggctcaga atcaccatcc 
120 

ccgcccgcca tggccaccaa 
180 

aatgaactga cggttaatga 
240 

ggatggctgg aaggaagaaa 
300 

gaaattttac ccagtgatgg 
360 

gccttccttg attctctctc 
420 

aatcaccagg ttggcagtgg 
4.80 

aactgggaaa gctcagaagg 
540 

acaaacactc ccaacaactg 
600 

gcaactggtg atgatgatga 
660 

tttaaggatt cagagtcagc 
720 

tcctcatcca tgaaaattcc 
780 

cagtatttgt tggccaaaca 
840 

gattatggcc caatgtgggt 
900 

agaaaaggct ccaaaatgta 
960 

aacactaatc gatctgtaaa 
1020 

ctggttaagt ttgggtcagc 
1080 

cgctttgaag aggaatttat 
1140 

atgtgtcgcc atccagtaat 
. 1200 

gatgagaagg aatggaaaac 
1260 

atgatatttt ccaccatgga 
1320 

aagtgcgagg ctgtggggaa 
1380 

acggtggggc aggagcactg 
1440 

ataggaaagg ccttgcagag 
1500 

acagatctca atgatgcaat 
1560 

gtggcagaac agccaaagaa 
1620 


cccagccgga gccgccgccc 
gcggcgcggg agacgagccg 
ggctcgggtt atgtatgatt 
aggagaaatc atcacaatca 
catcaaagga gaacgagggc 
aaaagatcaa ttttcttgtg 
agccagcaca gctcaggcca 
caatgacccc tggtcagcct 
ctggggggcc cagccagagg 
ggacactgcc ttcggccacc 
ctgggatgaa gactgggatg 
tgatgcaggc ggcgctcagc 
ccttaacaaa tttcctggat 
actagcaaaa cccaaagaga 
ttatcctacc tctacttttg 
tggtctaaag agctacatcg 
ccacaggtat aagcactttg 
cattccaatc ccttctcttc 
caaaatgcgc atggagagac 
ctcagaaagt gaagttttcc 
tggaaagagg aaggccgaga 
accagaggca cctgacttgg 
gttcaccaag gccatggatg 
gaagcgctgc acgggcccat 
tttggccaca gtgttcagtt 
aacagaagca ggaaagactt 
agatctccat ttcctgatgg 


tcgcccttgc ctttgcctgc 
gccgtcccgg gccgggggac 
ttgctgctga acctggaaat 
caaatccgga tgtaggtgga 
tggttcccac agactacgtt 
gaaattcagt ggctgaccaa 
gttcgtcggc tgccagcaac 
ggagtgcctc caaatctggg 
gggctggagc ccaaagaaac 
cccaggccta ccaaggacca 
ggcccaaatc ctcttcctac 
gaggaaacag tcgtgctagt 
ttgcgaaacc tggcacggaa 
aaattcccat cattgttgga 
actgtgtggt agcagatccc 
aatatcagct aacacctact 
actggttata tgagcgtctc 
cagacaaaca agtcacaggc 
ttcaggcctg gatgaccagg 
agcagttcct aaatttccga 
gagatgagct ggcgggagtc 
acttagtaga aatagagcag 
acggcgtgaa ggagctgctg 
tacccaagga atatcagaag 
ccagtggcta tcaaggtgaa 
atgaagaaat tgccagtctc 
aatgtaatca cgagtataaa 
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ggttttcttg gctgcttccc 
1680 

aaagaaagtg acaaactagt 
1740 

gtgaagagag tcagcatcat 
1800 

aaccggatct atgattacaa 
1860 

tacgaaacga ttgcagaaaa 
1920 

agaacgggcc ttgaagagaa 
1980 

aacttttttt cccctattat 
2040 

aaaaaactgc atttatttta 
2100 

ttgttcattt ccgcatccat 
2160 

cttaaaagtt accagaattt 
2220 

atagagtcat aatttatatg 
2280 

acaatcttcc agttcttaco 
2340 

atgaactatg ccagaataaa 
2400 

ctctggggct cctgtcattg 
2460 

aagtgcttac acttcaagag 
2520 

ggtgtgtggc aggtgggcca 
2580 

agcagatacc cctggccacc 
2640 

aggaccagtg ctttctctct 
2700 

ccatgaagaa tacattagaa 
2760 

aacgggtgag tggctgtgcg 
2820 

cagcaccccg gcgtctctgg 
2880 

agcgctgctg tggccacggc 
2940 

gtcatcagca aagagaaaaa 
3000 

tgagaagggc tgcagcctca 
3060 

agaacagacc agcgcccttc 
3120 

ccagcacttc cagcgcttca 
3180 

agctcgaact caacactggc 
3240 


tgacatcatt ggcactcaca 
tgcaacaagt aaaatcaccc 
gtcttacgcg ttgcaagctg 
cagtgtcatc cgcctgtacc 
gctgaggcag gccctcagcc 
tgccgcgtgc tttctcctga 
tcagaaaaaa aaggaaacaa 
ttagccaccc taaatgcgtc 
tatttaaacc agtggaaatt 
tcaatggaaa atgaggggtt 
tcttataaat tataagtctt 
cagtgtcaga taattaatta 
aaatatctat gtttgtatat 
agggaagtcg ttacgccttt 
ggaggacgct gggggcccct 
tcccatgtcc ctccaggggg 
catgtcctca gcgacatttc 
ttgcacttcc ttcctaatct 
gaattgaggg actttgtaga 
gaggcctgtg ttcgggaggg 
ccctttctta ttctttggct 
acactgcttg gcttgggtgg 
gcacaggtta gctccccatt 
gcagtgtaca gagtccccgg 
ctgactacat ccgaaacttc 
cttaacggca taaagcaaaa 
agccaccgtc tcacccctgc 


agggagcaat agaaaaagtg 
tacaagacaa acagaacatg 
agatgaatca ctttcacagt 
tggagcagca agtgcaattt 
gctttccagt gatgtaggac 
cttggggcaa tgcaattcaa 
aaccaaaaag aaagagttgc 
agttatttag ggatggtctt 
gtctctattt ttggaaagta 
tctccccact gatattttac 
atataattta taagtctccc 
ctaattactt tcttaaaaa c 
ttttataact cctttcagtc 
cactgccaca gttacagctc 
ggggctgcta gtgccatcgt 
accccacagc ctggcagatg 
tgatgtgctg ctcttatgtg 
tggttaaggc atgttttatg 
gaattttgtg gctttggtcc 
cctgggagaa ggagggcacc 
cctcatccac cgtgatgaga 
cgggttcatg gccagttggt 
agatggaaaa gtgtagggac 
cgctctgagg ttggagagaa 
acacagggtg tttctgagca 
caggaccttg gcacaccgtc 
ggaggagcgc tcccgtctcc 


5313 



WO 00/58473 


PCT/US00/08621 


cacaggtgcc ttaccgcgtt 
3300 

gaaatggaaa gtctgggcca 
3360 

aatgaatatg agaacatctt 
3420 

aattctcccc acttgatttt 
3480 

catttaatat atgtacaaat 
3540 

catgtagaag ccaacatata 
3600 

cactttttca aaacactttt 
3660 

ttttattcca gctgctgaaa 
3720 

ctgacatgaa ttcatcattt 
3780 

taaccacctg ggagttgcca 
3840 

ggatttgact ggtgtgaggc 
3900 

tcctcagagc gtggtagccg 
3960 

gaatccacgg gatttgatgc 
4020 

ccttctccgg ggagtcacat 
4080 

aatgatttgt atcaacctgt 
4140 

tttacaaata tagtgg 
4156 

<210> 6134 
<211> 595 
<212> PRT 

<213> Homo sapiens 


ccctcccgct gctttcattt 
gcatcaataa aatgacacca 
gttcttcaat atcacgggtt 
tcttctataa aatcccatag 
tgtaaagaat atgtataaat 
aataaattgt ttaaaaaaac 
tggactttgt gtgtgatttt 
atggtccagg taatgaattc 
cagttccgta ggtcagtgtt 
agaagcagac agtctcccag 
aaagtgaaaa agggatgggg 
actgtgagga aaagcagagg 
ctggaagatt ctccttcaag 
gcaccatttg gttcttagat 
aggtaccaca gaagagctgt 


ttctgaccta ataattacgg 
aaaataagta gatgaaatca 
tttgttaatg tttcataagt 
aacaatgttt atgctatagc 
gttttacacg aatgtaagag 
tgtacagtaa attctcaaag 
tgttgttgtt gttaagtact 
ttccccaaat cctatttctt 
gcggtccggg aagcgtatca 
tgtctgactc tcggatattt 
gaaatggaga tggcacgggc 
gaatgtgaaa gaaaataaga 
tggcaacatg gcatatatat 
acgttgatgt tttgattttt 
agtcatacaa tcacataact 


<4 00> 6134 


Met Ala 

Thr 

Lys 

Ala 

Arg 

Val 

Met 

Tyr 

Asp 

Phe 

Ala 

Ala 

Glu 

Pro 

Gly 

1 



5 





10 





15 


Asn Asn 

Glu 

Leu 

Thr 

Val 

Asn 

Glu 

Gly 

Glu 

He 

lie 

Thr 

lie 

Thr 

Asn 



20 





25 





30 



Pro Asp 

Val 

Gly 

Gly 

Gly 

Trp 

Leu 

Glu 

Gly 

Arg 

Asn 

lie 

Lys 

Gly 

Glu 


35 





40 





45 




Arg Gly 

Leu 

Val 

Pro 

Thr 

Asp 

Tyr 

Val 

Glu 

lie 

Leu 

Pro 

Ser 

Asp 

Gly 

50 





55 





60 





Lys Asp 

Gin 

Phe 

Ser 

Cys 

Gly 

Asn 

Ser 

Val 

Ala 

Asp 

Gin 

Ala 

Phe 

Leu 

65 




70 





75 





80 

Asp Ser 

Leu 

Ser 

Ala 

Ser 

Thr 

Ala 

Gin 

Ala 

Ser 

Ser 

Ser 

Ala 

Ala 

Ser 




85 





90 





95 


Asn Asn 

His 

Gin 

Val 

Gly 

Ser 

Gly 

Asn 

Asp 

Pro 

Trp 

Ser 

Ala 

Trp 

Ser 



100 





105 





110 



Ala Ser 

Lys 

Ser 

Gly 

Asn 

Trp 

Glu 

Ser 

Ser 

Glu 

Gly 

Trp 

Gly 

Ala 

Gin 


5314 



WO 00/58473 


PCT/US00/08621 


115 120 125 


Pro 

Glu 

Gly 

Ala 

Gly 

Ala 

Gin 

Arg Asn 

Thr 

Asn 

Thr 

Pro 

Asn 

Asn 

Trp 


130 





135 




140 





Asp 

Thr 

Ala 

Phe 

Gly 

His 

Pro 

Gin Ala 

Tyr 

Gin 

Gly 

Pro 

Ala 

Thr 

Gly 

14 5 





150 




155 





160 

Asp 

Asp 

Asp 

Asp 

Trp 

Asp 

Glu 

Asp Trp 

Asp 

Gly 

Pro 

Lys 

Ser 

Ser 

Ser 





165 




170 





175 


Tyr 

Phe 

Lys 

Asp 

Ser 

Glu 

Ser 

Ala Asp 

Ala 

Gly 

Gly 

Ala 

Gin 

Arg 

Gly 




180 




185 





190 



Asn 

Ser 

Arg 

Ala 

Ser 

Ser 

Ser 

Ser Met 

Lys 

lie 

Pro 

Leu 

Asn 

Lys 

Phe 



195 





200 




205 




Pro Gly 

Phe 

Ala 

Lys 

Pro 

Gly 

Thr Glu 

Gin 

Tyr 

Leu 

Leu 

Ala 

Lys 

Gin 


210 





215 




220 





Leu 

Ala 

Lys 

Pro 

Lys 

Glu 

Lys 

lie Pro 

lie 

lie 

Val 

Gly 

Asp 

Tyr 

Gly 

225 





230 




235 





240 

Pro 

Met 

Trp 

Val 

Tyr 

Pro 

Thr 

Ser Thr 

Phe 

Asp 

Cys 

Val 

Val 

Ala 

Asp 





245 




250 





255 


Pro Arg 

Lys 

Gly 

Ser 

Lys 

Met 

Tyr Gly 

Leu 

Lys 

Ser 

Tyr 

lie 

Glu 

Tyr 




260 




265 





270 



Gin 

Leu 

Thr 

Pro 

Thr 

Asn 

Thr 

Asn Arg 

Ser 

Val 

Asn 

His 

Arg 

Tyr 

Lys 



275 





280 




285 




His 

Phe 

Asp 

Trp 

Leu 

Tyr 

Glu 

Arg Leu 

Leu 

Val 

Lys 

Phe 

Gly 

Ser 

Ala 


290 





295 




300 





lie 

Pro 

lie 

Pro 

Ser 

Leu 

Pro 

Asp Lys 

Gin 

Val 

Thr Gly 

Arg 

Phe 

Glu 

305 





310 




315 





320 

Glu 

Glu 

Phe 

lie 

Lys 

Met 

Arg 

Met Glu 

Arg 

Leu 

Gin 

Ala 

Trp 

Met 

Thr 





325 




330 





335 


Arg 

Met 

Cys 

Arg 

His 

Pro 

Val 

lie Ser 

Glu 

Ser 

Glu 

val 

Phe 

Gin 

Gin 




340 




345 





350 



Phe 

Leu 

Asn 

Phe 

Arg 

Asp 

Glu 

Lys Glu 

Trp 

Lys 

Thr Gly 

Lys 

Arg 

Lys 



355 





360 




365 




Ala 

Glu 

Arg 

Asp 

Glu 

Leu 

Ala 

Gly Val 

Met 

lie 

Phe 

Ser 

Thr 

Met 

Glu 


370 





375 




380 





Pro 

Glu 

Ala 

Pro 

Asp 

Leu 

Asp 

Leu Val 

Glu 

lie 

Glu 

Gin 

Lys 

Cys 

Glu 

385 





390 




395 





400 

Ala 

Val 

Gly 

Lys 

Phe 

Thr 

Lys 

Ala Met 

Asp 

Asp 

Gly 

Val 

Lys 

Glu 

Leu 





405 




410 





415 


Leu 

Thr 

Val 

Gly 

Gin 

Glu 

His 

Trp Lys 

Arg 

Cys 

Thr 

Gly 

Pro 

Leu 

Pro 




420 




425 





430 



Lys 

Glu 

Tyr 

Gin 

Lys 

lie 

Gly 

Lys Ala 

Leu 

Gin 

Ser 

Leu 

Ala 

Thr 

Val 



435 





440 




445 




Phe 

Ser 

Ser 

Ser 

Gly 

Tyr 

Gin 

Gly Glu 

Thr 

Asp 

Leu 

Asn 

Asp 

Ala 

lie 


450 





455 




460 





Thr 

Glu 

Ala 

Gly 

Lys 

Thr 

Tyr 

Glu Glu 

lie 

Ala 

Ser 

Leu 

Val 

Ala 

Glu 

465 





470 




475 





480 

Gin 

Pro 

Lys 

Lys 

Asp 

Leu 

His 

Phe Leu 

Met 

Glu 

Cys 

Asn 

His 

Glu 

Tyr 





485 




490 





495 


Lys 

Gly 

Phe 

Leu 

Gly 

Cys 

Phe 

Pro Asp 

lie 

lie 

Gly Thr 

His 

Lys 

Gly 




500 




505 





510 



Ala 

lie 

Glu 

Lys 

Val 

Lys 

Glu 

Ser Asp 

Lys 

Leu 

Val 

Ala 

Thr 

Ser 

Lys 



515 





520 




525 




lie 

Thr 

Leu 

Gin 

Asp 

Lys 

Gin 

Asn Met 

Val 

Lys 

Arg 

Val 

Ser 

lie 

Met 


530 





535 




540 





Ser 

Tyr 

Ala 

Leu 

Gin 

Ala 

Glu 

Met Asn 

His 

Phe 

His 

Ser 

Asn 

Arg 

lie 
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545 

Tyr 

Asp 

Tyr 

Asn 

Ser 

550 

Val 

lie 

Arg 

Leu 

555 
Tyr Leu 

Glu 

Gin 

Gin 

Val 

560 

Gin 

Phe 

Tyr 

Glu 

Thr 

565 

He 

Ala 

Glu 

Lys 

Leu 

570 

Arg Gin 

Ala 

Leu 

Ser 

575 

Arg 

Phe 

Pro 

Val 

Met 

595 

580 





585 




590 




<210> 6135 
<2 11> 526 
<212> DNA 

<213>, Homo sapiens 
<400> 6135 

tcgacgt ccc tccttctgag ccatcagcaa ctaggcgact acaggaaact tactccaaat 
60 

tgctactaga aaagaccttg cttgaagagc catctcatca acatgttacg caggaaacac 
120 

aggccaaacc agggtatcag ccatctggag aatctgacaa agaaaacaaa gtacaggaac 
180 

gtcccccaag tgcgtcttcc agtagtgaca tgtctctctc agaacctcca cagcctcttg 
240 

caagaaaaga cttgatggaa tctacatgga tgcagcctga aagattgagc ccacaagttc 
300 

accattctca accacagcct tttgctggaa cagctggaag tttactctcc catctcttga 
360 

gtttagagca tgtaggaatt ttgcataagg attttgaatc tattttacca accaggaaga 
420 

atcataatat ggcttcaagg ccattaactt ttacacctca accatatgtg acctcaccag 
480 

ctgcttatac agatgccttg gtaaaaccta gtgccagcca atataa 
526 

<210> 6136 
<211> 105 
<212> PRT 

<213 > Homo sapiens 
<4 00> 6136 


Met 

Ser 

Leu 

Ser 

Glu 

Pro 

Pro 

Gin 

Pro 

Leu 

Ala Arg 

Lys 

Asp 

Leu 

Met 

1 




5 





10 





15 


Glu 

Ser 

Thr 

Trp 

Met 

Gin 

Pro 

Glu 

Arg 

Leu 

Ser 

Pro 

Gin 

Val 

His 

His 




20 





25 





30 



Ser 

Gin 

Pro 

Gin 

Pro 

Phe 

Ala 

Gly 

Thr 

Ala 

Gly Ser 

Leu 

Leu 

Ser 

His 



35 





40 





45 




Leu 

Leu 

Ser 

Leu 

Glu 

His 

Val 

Gly 

lie 

Leu 

His 

Lys 

Asp 

Phe 

Glu 

Ser 


50 





55 





60 





lie 

Leu 

Pro 

Thr 

Arg 

Lys 

Asn 

His 

Asn 

Met 

Ala 

Ser 

Arg 

Pro 

Leu 

Thr 

65 





70 





75 





80 

Phe 

Thr 

Pro 

Gin 

Pro 

Tyr 

Val 

Thr 

Ser 

Pro 

Ala 

Ala 

Tyr 

Thr Asp 

Ala 





85 





90 





95 


Leu 

Val 

Lys 

Pro 

Ser 

Ala 

Ser 

Gin 

Tyr 











100 





105 
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<210> 6137 
<211> 2073 
<212> DNA 
<213> Homo sapiens 

<4 00> 6137 

ngcggccgcc aagcgatccc 
60 

ggtgacgcac tttacggcgg 
120 

acgtggcgcc agcggaggca 
180 

aggcctaagt taaagaaagc 
240 

aaaaaggttc gagaacatca 
300 

aagcctagga aagacccagg 
360 

gaagctgagc taaggaaaca 
420 

cagaaggaac tagaaaagaa 
480 

tgtggaaccn ntatggaaaa 
540 

ggcaaacaga attcaaagaa 
600 

gatgttgtcc tagaggtgtt 
660 

gaagaggcca ttgtccagag 
720 

ctggtaccaa aggagaattt 
780 

gtggtgttca gagcctcaac 
840 

gcaaagaaga atgctgctcc 
900 

aaacttcttg gaggttttca 
960 

ttcccaaatg tggggaaaag 
1020 

gttggtgtat ccatggggct 
1080 

acaatcatag atagtccgag 
1140 

ctgcgaagtc cagcaagtat 
1200 

tcccaggctg atgctcgaca 
1260 

ctggaatttt ttactgtgct 
1320 

aatgttgaag gtgctgccaa 
1380 

tattgccatc cccctacatc 

1440 


tgctccgcgc gacactgcgt 
cagcgtaagt gcgtgacgct 
ggttgctgtg tttgtgcttc 
aagtaaacgc atgacctgcc 
tcgaaaatta agaaaggagg 
agttccaaac agtgctccct 
gaggcttgaa gaactaaaac 
aagaaaactt gaaactaatc 
ggagtttggg ctttgcaaaa 
gctgtactgc caagaactta 
ggatgccaga gatcctcttg 
tggacagaaa aagctggtac 
ggagagctgg ctaaattatt 
aaaaccaaag gataaaggga 
attcagaagt gaagtctgct 
ggaaacttgc agcaaagcca 
cagcattatc aatagcttaa 
tacaaggagc atgcaagttg 
cttcatcgta tctccactta 
tgaagtagta aaaccgatgg 
ggtagtactg aaatatactg 
tgctcagaga agaggtatgc 
actgctgtgg tctgagtgga 
ttggactcct cctccatatt 


gcccgcgcac gcagagaggc 
cgtcagtggc ttcagttcac 
cttctacagc caatatgaaa 
ataagcggta taaaatccaa 
ctaaaaagca gggtcacaag 
ttaaggaggc tcttcttagg 
agcagcagaa acttgacagg 
ctgatattaa gnccatcaaa 
ctgagaacaa agccaagtcg 
aaaaggtgat tgaagcctcc 
gttgcagatg tcctcaggta 
ttatattaaa taaatcagat 
tgaagaaaga attgccaaca 
agataaccaa gcgtgtgaag 
ttgggaaaga gggcctttgg 
ttcgggttgg agtaattggt 
aacaagaaca gatgtgtaat 
tccccttgga caaacagatc 
attcctcctc tgcgcttgct 
aggctgccag tgccatcctt 
tcccaggcta caggaattct 
accaaaaagg tggaatccca 
caggtgcctc attagcttac 
ttaatgagag tattgtggta 
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gacatgaaaa gcggcttcaa tctggaagaa ctggaaaaga acaatgcaca gagcataaga 
1500 

gccatcaagg gccctcattt ggccaatagc atccttttcc agtcttccgg tctgacaaat 
1560 

ggaataatag aagaaaagga catacatgaa gaattgccaa aacggaaaga aaggaagcag 
1620 

gaggagaggg aggatgacaa agacagtgac caggaaactg ttgatgaaga agttgatgaa 
1680 

aacagctcag gcatgtttgc tgcagaagag acaggggagg cactgtctga ggagactaca 
1740 

gcaggtgaac agtctacaag gtcttttatc ttggataaaa tcattgaaga ggatgatgct 
1800 

tatgacttca gtacagatta tgtgtaacag aacaatggct ttttatgatt ttttttttta 
I860 

acattttaag cagactgcta aactgttctc tgtataagtt atggtatgca tgagctgtgt 
1920 

aaattttgtg aatatgtatt atattaaaac caggcaactt ggaatcccta aattctgtaa 
1980 

aaagacaatt catctcattg tgagtggaag tagttatctg gaataaaaaa agaagatacc 
2040 

tattgaaaaa aaaaaaaaaa aaaaaaaaaa aaa 
2073 

<210> 6138 

<211> 550 

<212> PRT 

<213 > Homo sapiens 

<400> 6138 


Met 

Lys 

Arg 

Pro 

Lys 

Leu 

Lys 

Lys 

Ala 

Ser 

Lys 

Arg 

Met 

Thr 

Cys 

His 

1 




5 





10 





15 


Lys 

Arg 

Tyr 

Lys 

lie 

Gin 

Lys 

Lys 

Val 

Arg 

Glu 

His 

His 

Arg 

Lys 

Leu 




20 





25 





30 



Arg 

Lys 

Glu 

Ala 

Lys 

Lys 

Gin 

Gly His 

Lys 

Lys 

Pro 

Arg 

Lys 

Asp 

Pro 



35 





40 





45 




Gly Val 

Pro 

Asn 

Ser 

Ala 

Pro 

Phe 

Lys 

Glu 

Ala 

Leu 

Leu 

Arg 

Glu 

Ala 


50 





55 





60 





Glu 

Leu 

Arg 

Lys 

Gin 

Arg 

Leu 

Glu 

Glu 

Leu 

Lys 

Gin 

Gin 

Gin 

Lys 

Leu 

65 





70 





75 





80 

Asp 

Arg 

Gin 

Lys 

Glu 

Leu 

Glu 

Lys 

Lys 

Arg 

Lys 

Leu 

Glu 

Thr 

Asn 

Pro 





85 





90 





95 


Asp 

lie 

Lys 

Xaa 

lie 

Lys 

Cys 

Gly Thr 

Xaa 

Met 

Glu 

Lys 

Glu 

Phe 

Gly 




100 





105 





110 



Leu 

Cys 

Lys 

Thr 

Glu 

Asn 

Lys 

Ala 

Lys 

Ser 

Gly Lys 

Gin 

Asn 

Ser 

Lys 



115 





120 





125 




Lys 

Leu 

Tyr 

Cys 

Gin 

Glu 

Leu 

Lys 

Lys 

Val 

lie 

Glu 

Ala 

Ser 

Asp 

Val 


130 





135 





140 





Val 

Leu 

Glu 

Val 

Leu 

Asp 

Ala 

Arg Asp 

Pro 

Leu Gly 

Cys 

Arg 

Cys 

Pro 

14 5 





150 





155 





160 

Gin 

Val 

Glu 

Glu 

Ala 

lie 

Val 

Gin 

Ser 

Gly 

Gin 

Lys 

Lys 

Leu 

Val 

Leu 





165 





170 





175 


He 

Leu 

Asn 

Lys 

Ser 

Asp 

Leu 

Val 

Pro 

Lys 

Glu 

Asn 

Leu 

Glu 

Ser 

Trp 




180 





185 





190 



Leu 

Asn 

Tyr 

Leu 

Lys 

Lys 

Glu 

Leu 

Pro 

Thr 

Val 

Val 

Phe 

Arg 

Ala 

Ser 
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195 





200 





205 




Thr 

Lys 

Pro 

Lys 

Asp 

Lys 

Gly Lys 

lie 

Thr 

Lys 

Arg 

Val 

Lys 

Ala 

Lys 


210 





215 





220 





Lys 

Asn 

Ala 

Ala 

Pro 

Phe 

Arg 

Ser 

Glu 

Val 

Cys 

Phe 

Gly 

Lys 

Glu 

Gly 

225 





230 





235 





240 

Leu 

Trp 

Lys 

Leu 

Leu Gly 

Gly 

Phe 

Gin 

Glu 

Thr 

Cys 

Ser 

Lys Ala 

lie 





245 





250 





255 


Arg Val 

Gly 

Val 

He Gly 

Phe 

Pro 

Asn 

Val 

Gly 

Lys 

Ser 

Ser 

lie 

lie 




260 





265 





270 



Asn 

Ser 

Leu 

Lys 

Gin 

Glu 

Gin 

Met 

Cys 

Asn 

Val 

Gly 

Val 

Ser 

Met 

Gly 



275 





280 





285 




Leu 

Thr 

Arg 

Ser 

Met 

Gin 

Val 

Val 

Pro 

Leu 

Asp 

Lys 

Gin 

lie 

Thr 

lie 


290 





295 





300 





He 

Asp 

Ser 

Pro 

Ser 

Phe 

lie 

Val 

Ser 

Pro 

Leu 

Asn 

Ser 

Ser 

Ser 

Ala 

305 





310 





315 





320 

Leu 

Ala 

Leu 

Arg 

Ser 

Pro 

Ala 

Ser 

lie 

Glu 

Val 

Val 

Lys 

Pro 

Met 

Glu 





325 





330 





335 


Ala 

Ala 

Ser 

Ala 

lie 

Leu 

Ser 

Gin 

Ala 

Asp 

Ala 

Arg 

Gin 

Val 

Val 

Leu 




340 





345 





350 



Lys 

Tyr 

Thr 

Val 

Pro 

Gly Tyr Arg Asn 

Ser 

Leu 

Glu 

Phe 

Phe 

Thr 

Val 



355 





360 





365 




Leu 

Ala 

Gin 

Arg 

Arg Gly Met 

His 

Gin 

Lys 

Gly 

Gly 

lie 

Pro 

Asn 

Val 


370 





375 





380 





Glu Gly 

Ala 

Ala 

Lys 

Leu 

Leu 

Trp 

Ser 

Glu 

Trp 

Thr 

Gly 

Ala 

Ser 

Leu 

385 





390 





395 





400 

Ala 

Tyr 

Tyr 

Cys 

His- 

Pro 

Pro 

Thr 

Ser 

Trp 

Thr 

Pro 

Pro 

Pro 

Tyr 

Phe 





405 





410 





415 


Asn 

Glu 

Ser 

lie 

Val 

Val 

Asp Met 

Lys 

Ser 

Gly 

Phe 

Asn 

Leu 

Glu 

Glu 




420 





425 





430 



Leu 

Glu 

Lys 

Asn 

Asn 

Ala 

Gin 

Ser 

lie 

Arg 

Ala 

lie 

Lys 

Gly Pro 

His 



435 





440 





445 




Leu 

Ala 

Asn 

Ser 

lie 

Leu 

Phe 

Gin 

Ser 

Ser 

Gly 

Leu 

Thr 

Asn 

Gly 

lie 


450 





455 





460 





lie 

Glu 

Glu 

Lys 

Asp 

lie 

His 

Glu 

Glu 

Leu 

Pro 

Lys 

Arg 

Lys 

Glu 

Arg 

465 





470 





475 





480 

Lys 

Gin 

Glu 

Glu 

Arg 

Glu Asp 

Asp 

Lys 

Asp 

Ser 

Asp 

Gin 

Glu 

Thr 

Val 





485 





490 





495 


Asp 

Glu 

Glu 

Val 

Asp 

Glu 

Asn 

Ser 

Ser 

Gly 

Met 

Phe 

Ala 

Ala 

Glu 

Glu 




500 





505 





510 



Thr 

Gly 

Glu 

Ala 

Leu 

Ser 

Glu 

Glu 

Thr 

Thr 

Ala 

Gly 

Glu 

Gin 

Ser 

Thr 



515 





520 





525 




Arg 

Ser 

Phe 

lie 

Leu Asp Lys 

lie 

lie 

Glu 

Glu 

Asp 

Asp 

Ala 

Tyr 

Asp 


530 





535 





540 





Phe 

Ser 

Thr 

Asp 

Tyr Val 












545 550 

<210> 6139 
<211> 2249 
<212> DNA 
<213 > Homo sapiens 

<400> 6139 

nncggccgca ggggccggcg ctgtcgcagc ccgtccgcct cgctcatggt acgggcgcca . 
60 
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gcctcacccg cagaaaccac 
120 . 

acagacgatg atggccaggc 
180 

ttccgagtga ccttcttgat 
240 

atgctgctgg aatctcctat 
300 

cttggtgttc tgcatccaaa 
360 

cttgttggac cggagtccat 
420 

ggccgggtcg taaaacttga 
480 

cccnnttgca aaacccgaga 
540 

gggcccaatg ggactctctt 
600 

tggaaadgtg aagtgaaact 
660 

tcctttgtga atgatcttac 
720 . - 

agcagcaaat ggcaaagacg 
780 

cgcctgctgg agtatgatac 
840 

ttcccgaatg gagtccagct 
900 

atggccagga tacgaagagt 
960 

gtggagaaca tgcctggatt 
1020 

gtgggcatgt cgaccatccg 
1080 

agaccctgga ttaaaaggat 
1140 

agtcaagaga cggtgatgaa 
1200 

agcggtgcct tccggagaag 
1260 

gaggtgcacg aacacgatgg 
1320 

agactcagcc tccaggctgt 
1380 

agtcttcaca ctcaggcacc 
1440 

aagtgtccac atgcacctgt 
1500 

gaggatgccc gggccccacc 
1560 

gccatgagga acataaattc 
1620 

agtacagtca ttctctagga 
1680 


ctcacactga gcggcgccgg 
cccggaggct aaggacggca 
gctggctgtt tctctcaccg 
agatccacag cctctcagct 
tacgaagctg cgacaggcag 
agcacatatt ggggatgtga 
aaatggtgaa atagagacca 
tgatgagcct gtgtgtggga 
tgtggccgat gcatacaagg 
gctgctgtcc tccgagacac 
agtcactcag gatgggagga 
agactacctg cttctggtga 
tgtgaccagg gaagtaaaag 
gtctcctgca gaagactttg 
ctacgtttct ggcctgatga 
tccagacaac atccggccca 
ccctaaccct gggttttcca 
gatttttaag ggaagctgcg 
gtttgtgccg cggtacagcc 
cctgcatgat cccgatgggc 
gcacctgtac ctgggctctt 
ttagccctcc cagatagctg 
aggcctggtc caggaggagc 
tagtccctga gaggtggtgg 
tgggcttgtc tttctgttta 
atgtaaagcc attttctctt 
tttgggaagc tccttgcact 


ctcagactcc acaggtcgtc 
gctcctttag cggcagagtt 
ttcccctgct tggagccatg 
tcaaagaacc cccgctcttg 
aaaggctgtt tgaaaatcaa 
tgtttactgg gacagcagat 
ttgcccggtt tnggttcggg 
gacccctggg tatccgtgca 
gactatttga agtaaatccc 
ccattgaggg gaagaacatg 
agatttattt caccgattct 
tggagggcac agatgacggg 
ttttattgga ccagctgcgg 
tcctggtggc agaaacaacc 
agggcggggc tgatctgttt 
gcagctctgg ggggtactgg 
tgctggattt cttatctgag 
ctggttgtga tctgctcttt 
tcgtcctaga actcagcgac 
tggtggccac ctacatcagc 
tcaggtcccc cttcctctgc 
cccctgccac gcaggccagg 
tgtggacaca gtcgtggttc 
gaatggctgc ttcattcctc 
gagggaagtg taacatatct 
aaacaaaaca aaactttcta 
tggaacaggg ctcaggtggg 
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tggagcagta aggcactacc cagagagctt gctgctgcgg ccctgtcctg cggcctcaaa 
1740 

gttcttcttt actatatata acgtgcggtc atacctttct tcgttgtggt ggggatggaa 
1800 

gagcagaggg agcatggccc aggggtgttg aggccagcgg tgagagccgt gttagccaag 
1860 

acatggaact gtgttctcaa gggttatgtg gggcgtgggc tctccatagt gtgtatgaaa 
1920 

agcttgttga ctctagcggc tcagagagga ctttgctggg tttctttctg tgaatatctc 
1980 

cgtgctgacc atgctggaat tggatgattc tgcaattcgg gacctactgc aggggtccgt 
2040 

ttagtaacgt cttgtctgtg atctttgttc ttgacctcta gaccccaaga tgtgaacagt 
2100 

gcacgtgtta atgtcatctt tgctcatgtg ttataagccc caagttgctg tatattttca 
2160 

caagtatgtc tacacactgg tcatgatttt gataataaat aacgataaat cgacttctgc 
2220 

tgattaacct ttaaaaaaaa aaaaaaaaa 
2249 

<210> 6140 
<211> 381 
<212> PRT 

<213> Homo sapiens 


<400> 6140 


Met 

Leu 

Ala 

Val 

Ser 

Leu 

Thr 

Val 

Pro 

Leu 

Leu 

Gly 

Ala 

Met 

Met 

Leu 

1 




5 





10 





15 


Leu 

Glu 

Ser 

Pro 

He 

Asp 

Pro 

Gin 

Pro 

Leu 

Ser 

Phe 

Lys 

Glu 

Pro 

Pro 




20 





25 





30 



Leu 

Leu 

Leu 

Gly 

Val 

Leu 

His 

Pro 

Asn 

Thr 

Lys 

Leu 

Arg 

Gin 

Ala 

Glu 



35 





40 





45 




Arg 

Leu 

Phe 

Glu 

Asn 

Gin 

Leu 

Val 

Gly 

Pro 

Glu 

Ser 

lie 

Ala 

His 

lie 


50 





55 





60 





Gly Asp 

Val 

Met 

Phe 

Thr 

Gly 

Thr 

Ala 

Asp 

Gly 

Arg 

Val 

Val 

Lys 

Leu 

65 





70 





75 





80 

Glu 

Asn 

Gly 

Glu 

lie 

Glu 

Thr 

lie 

Ala 

Arg 

Phe 

Xaa 

Phe 

Gly 

Pro 

Xaa 





85 





90 





95 


Cys 

Lys 

Thr 

Arg 

Asp 

Asp 

Glu 

Pro 

Val 

Cys 

Gly 

Arg 

Pro 

Leu 

Gly 

lie 




100 





105 





110 



Arg Ala 

Gly 

Pro 

Asn 

Gly 

Thr 

Leu 

Phe 

Val 

Ala 

Asp 

Ala 

Tyr 

Lys 

Gly 



115 





120 





125 




Leu 

Phe 

Glu 

Val 

Asn 

Pro 

Trp 

Lys 

Arg 

Glu 

Val 

Lys 

Leu 

Leu 

Leu 

Ser 


130 





135 





140 





Ser 

Glu 

Thr 

Pro 

lie 

Glu 

Gly 

Lys 

Asn 

Met 

Ser 

Phe 

Val 

Asn 

Asp 

Leu 

145 





150 





155 





160 

Thr 

Val 

Thr 

Gin 

Asp 

Gly 

Arg 

Lys 

lie 

Tyr 

Phe 

Thr 

Asp 

Ser 

Ser 

Ser 





165 





170 





175 


Lys 

Tr P 

Gin 

Arg 

Arg 

Asp 

Tyr 

Leu 

Leu 

Leu 

Val 

Met 

Glu 

Gly 

Thr 

Asp 




180 





185 





190 



Asp Gly 

Arg 

Leu 

Leu 

Glu 

Tyr 

Asp 

Thr 

Val 

Thr 

Arg 

Glu 

Val 

Lys 

Val 



195 





200 





205 




Leu 

Leu 

Asp 

Gin 

Leu 

Arg 

Phe 

Pro 

Asn 

Gly 

Val 

Gin 

Leu 

Ser 

Pro 

Ala 
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210 215 220 

Glu Asp Phe Val Leu Val Ala Glu Thr Thr Met Ala Arg lie Arg Arg 

225 230 235 240 

Val Tyr Val Ser Gly Leu Met Lys Gly Gly Ala Asp Leu Phe Val Glu 

245 250 255 

Asn Met Prg Gly Phe Pro Asp Asn lie Arg Pro Ser Ser Ser Gly Gly 
260 265 270 

Tyr Trp Val Gly Met Ser Thr lie Arg Pro Asn Pro Gly Phe Ser Met 
275 280 285 

Leu Asp Phe Leu Ser Glu Arg Pro Trp lie Lys Arg Met lie Phe Lys 
290 295 300 

Gly Ser Cys Ala Gly Cys Asp Leu Leu Phe Ser Gin Glu Thr Val Met 

305 310 315 320 

Lys Phe Val Pro Arg Tyr Ser Leu Val Leu Glu Leu Ser Asp Ser Gly 

325 330 335 

Ala Phe Arg Arg Ser Leu His Asp Pro Asp Gly Leu Val Ala Thr Tyr 
340 345 350 

lie Ser Glu Val His Glu His Asp Gly His Leu Tyr Leu Gly Ser Phe 
355 360 365 

Arg Ser Pro Phe Leu Cys Arg Leu Ser Leu Gin Ala Val 
370 375 380 

<210> 6141 
<211> 5651 
<212> DNA 

<213> Homo sapiens 
<400> 6141 

cttcgccacc tctctagcct gggcaactgg gggcgccccg gacgaccatg agagataagg 
60 

actgagggcc aggaagggga agcgagcccg ccgagaggtg gcggggactg ctcacgccaa 
120 

gggccacagc ggccgcgctc cggcctcgct ccgccgctcc acgcctcgcg ggatccgcgg 
180 

gggcagcccg gccgggcggg gatgccgggg ctggggcgga gggcgcagtg gctgtgctgg 
240 

tggtgggggc tgctgtgcag ctgctgcggg cccccgccgc tgcggccgcc cttgcccgct 
300 

gccgcggccg ccgccgccgg ggggcagctg ctgggggacg gcgggagccc cggccgcacg 
360 

gagcagccgc cgccgtcgcc gcagtcctcc tcgggcttcc tgtaccggcg gctcaagacg 
420 

caggagaagc gggagatgca gaaggagatc ttgtcggtgc tggggctccc gcaccggccc 
480 

cggcccctgc acggcctcca acagccgcag cccccggcgc tccggcagca ggaggagcag 
540 

cagcagcagc agcagctgcc tcgcggagag ccccctcccg ggcgactgaa gtccgcgccc 
600 

ctcttcatgc tggatctgta caacgccctg tccgccgaca acgacgagga cggggcgtcg 
660 

gagggggaga ggcagcagtc ctggccccac gaagcagcca gctcgtccca gcgtcggcag 
720 

ccgcccccgg gcgccgcgca cccgctcaac cgcaagagcc ttctgg cccc cggatctggc 
780 
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agcggcggcg cgtccccact 
840 

atggtcatga gctttgtgaa 
900 

caccacaaag agttcaagtt 
960 

gcagaattcc gcatctacaa 
1020 

atcagcattt atcaagtctt 
1080 

gacacccgtg tagtatgggc 
1140 

agcaatctgt gggttgtgac 
1200 

agggatggag tccacgtcca 
1260 

gataagcagc ccttcatggt 
1320 

aggtcagcct ccagccggcg 
1380 

gtggcgcggg tctccagtgc 
1440 

aagcatgagc tgtatgtgag 
1500 

aagggctatg ctgccaatta 
1560 

aatgcaacca accacgcgat 
1620 

cccaaaccgt gctgtgcgcc 
1680 

aattccaaaa tcaccttgaa 
1740 

taacttgaaa ccagatgctg 
1800 

cttaaaaaac atacagaagc 
1860 

tgctgatgcc ttactgcccg 
1920 

ggtaagtaac atgagtagtt 
1980 

aggtctggta actgcagaaa 
2040 

ccaccaaaat tagttttagc 
2100 

aaaataatct caaaggagtt 
2160 

tctatcaaag gtagatttta 
2220 

tcagttcatt cccagaagtc 
2280 

ggcgcccttg tctcagtcat 
2340 

atacacttat ttcagccaaa 
2400 


gaccagcgcg caggacagcg 
cctggtggag tacgacaagg 
caacttatcc cagattcctg 
ggactgtgtt atggggagtt 
acaggagcat cagcacagag 
ctcagaagaa ggctggctgg 
tccacagcat aacatggggc 
cccccgagcc gcaggcctgg 
ggctttcttc aaagtgagtg 
ccgacaacag agtcgtaatc 
ttcagattac aacagcagtg 
tttccaagac ctgggatggc 
ctgtgatgga gaatgctcct 
tgtgcagacc ttggttcacc 
aactaagcta aatgccatct 
aaaatacaga aatatggttg 
gggacacaca ttctgccttg 
acagttggag gtgggacgat 
agaaaaattt taacggacct 
gttggtctgt actaagctga 
cataaccgtg aagctcttcc 
tgtagatcaa gctatttggg 
aaatgtattc ttggctaaag 
cagagaacag aaatcgggga 
cacaggacgc acagcccagg 
tgctgttgta tgttcgtgct 
acataccatt tctacacctc 


ccttcctcaa cgacgcggac 
agttctcccc tcgtcagcga 
agggtggggt ggtgacggct 
ttaaaaacca aacttttctt 
actctgacct gtttttgttg 
aatttgacat cacggccact 
ttcagctgag cgtggtgaca 
tgggcagaga cggcccttac 
aggtccacgt gcgcaccacc 
gctctaccca gtcccaggac 
aattgaaaac agcctgcagg 
aggactggat cattgcaccc 
tcccactcaa cgcacacatg 
ttatgaaccc cgagtatgtc 
cggttcttta cttcaatgac 
taagagcttg tggatattgc 
gattccttgg tcatagctgc 
gagactttga aactatctca 
tgctaataat ttgctcactt 
gtttggatgt ctgtagcata 
taccctcctc ccccaaaaac 
gtgtttgtta gtaaataggg 
gatcagctgg ttcagtactg 
agtgggggga acgcctctgt 
ccacagccag ggctccacgg 
ggagttttgt tggtgtgaaa 
aatcctccat ttgctgtact 
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ctttgctagt 

2460 

accaaaagta 

gactgattac 

actgaggtga 

ggctacaagg 

ggtgtgtaac 

cgtgtaacac 

2520 

gtgaaggcaa 

tgctcacctc 

ttctttacca 

gaacggttct 

ttgaccagca 

cattaacttc 

2580 

tggactgccg 

gctctagtac 

cttttcagta 

aagtggttct 

ctgccttttt 

actatacagc 

2640 

ataccacgcc 

acagggttag 

aaccaacgaa 

gaaaataaaa 

tgagggtgcc 

cagcttataa 

2700 

gaatggtgtt 

agggggatga 

gcatgctgtt 

tatgaacgga 

aatcatgatt 

tcccttgtag 

2760 

aaagtgaggc 

tcagattaaa 

ttttagaata 

ttttctaaat 

gtctttttca 

caatcatgta 

2820 

ctgggaaggc 

aatttcatac 

taaactgatt 

aaataataca 

tttataatct 

acaactgttt 

2880 

gcacttacag 

ctttttttgt 

aaatataaac 

tataatttat 

tgtctatttt 

atatctgttt 

2940 

tgctgtaaca 

ttgaaggaaa 

gaccagactt 

ttaaaaaaaa 

agagtttatt 

tagaaagtat 

3000 

catagtgtaa 

acaaacaaat 

tgtaccactt 

tgattttctt 

ggaatacaag 

actcgtgatg 

3060 

caaagctgaa 

gttgtgtgta 

caagactctt 

gacagttgtg 

cttctctagg 

aggttgggtt 

3120 

tttttaaaaa 

aagaattatc 

tgtgaaccat 

acgtgattaa 

taaagatttc 

ctttaaggca 

3180 

gaggctggtc 

gagatgctgc 

tgttatcttc 

tgcctcagac 

agacagtata 

agtggtcttg 

3240 

tttctaagat 

tcctaccacc 

agttactttg 

ggccaagtat 

ccacatcccc 

ttgcgtatgg 

3300 

gaggtgggtg 

aagagtgttg 

gatgcaaagt 

ggttattatg 

ggaagtagct 

cgatggtaaa 

3360 

aggacaaaca 

cctatctatc 

ttagagctta 

agcctgtatg 

tgcttattcc 

caagggagat 

3420 

agaggtgttt 

aatcacaagg 

acagcatgag 

ttagaggaca 

ctggcatcaa 

cagctgccac 

3480 

agccgtgcac 

accagggcca 

gagcagccca 

ctgacatctg 

tctttggtct 

tgagatcaaa 

3540 

tgcatcccat 

tcttcataca 

ttagaaggtc 

gacctccttg 

aagcagacca 

agtatagcaa 

3600 

gcctctaaaa 

ggactactga 

gaaacagaat 

cagaaactct 

agaactctag 

ttagggccct 

3660 

tcagcagggc 

tgcagagcct 

ccctggatac 

ccaggcctgg 

gaaagcctgt 

ctggtcttgt 

3720 

caccccaggt 

gacaaataca 

actggaatct 

ttcaatgagt 

taatgagata 

ctgagaatga 

3780 

gcctcgtgga 

attttccatg 

cctacccttt 

ctaaggaaga 

catccaacag 

ttcatgtggg 

3840 

ctctggcttc 

gtgttaacat 

gaggaactaa 

agacatgttt 

caccccgtga 

gaaacagaag 

3900 

gatcccctga 

acagtaactg 

atttgacaag 

tatcgacaca 

taaagttatg 

gcatcagcat 

3960 

tctcttactc 

aggcacggtc 

agaagtaacg 

ctgctttcat 

cacggctaac 

ctctcacact 

4020 

gagagaagta 

ttcacagcaa 

cagaagctcc 

agcagcggcc 

gtgaaggtat 
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cttccagagg tgtgggtttt 
4080 

tgagtcaact gtgaccttaa 
4140 

agaactcgtg ggcaggtaaa 
4200 

ctcaggagcc acaaatagtc 
4260 

gaaaccatgt aaatttcatc 
4320 

tacacagtga ccatgagtta 
4380 

agagtgtgtt ggcttggaaa 
4440 

gctttctgaa cagccaccac 
4500 

cagggtgcgg gagctgggca 
4560 

cgcttggctc aggacaaagc 
4620 

gactttcttc cctcctcgga 
4680 

gcagatattc cgttcagcag 
4740 

gaattccttt ttagagagtt 
4800 

tggagcataa aacttgatga 
4860 

agtgagtgcc aacacagtgc 
4920 

tgagggcgtg acggtctccg 
4980 

ctccctcagt gactccaaat 
5040 

gaaccagaga agagtgggat 
5100 

tgtacaatca accttgccaa 
5160 

ctcccaggtt ggagccaggg 
5220 

gtggtcgcct tgtgcaacgt 
5280 

cttgagctcg ggggcactgg 
5340 

cagtgtctgc agcatccagt 
5400 

agcttcttgg cctggcttga 
5460 

gcacacgtcg gagtgggccg 
5520 

gctgttgtac ttgtctccca 
5580 

ccagggcgcg aagaacatga 
5640 


tgcatttcaa tctgctccat 
gatcagagga acgtcaatac 
ctatgctttg gatgtgcttt 
cagcaatttc atttccctca 
aagagaaggt caaaggggat 
cacatttact tagagaaact 
acacacacac aaagaagata 
tgggaaccca gtggcctctg 
ggagaggtga cctccaactg 
ggtgtaacga gtcaaggtct 
aaagcaataa cgtggggtag 
tgcagtctac ttcggcgatc 
cctcccaagt aggagccaga 
aggttattcc ttctgcaatg 
ccttgtcagc ctcgggctca 
tcgctccagt ctctgtgcgc 
cccgctttcc cttgtactga 
agccacgaac ctggtttccg 
tcttgacagt ttcggaatgt 
ctttgcagtg accacaccac 
gcagctcaaa gttgcttgct 
gcggttccac ttccggctct 
tttccagtgt ctggaagtcc 
aaagctttaa ggtggggtat 
tgcagtccac tttagccaca 
ggtcattcca agtcggctgc 
cgaagtgcgc ggcgctctgg 


gctacggacc aacacagtat 
tgccacaagg ccacctttcc 
ctttcaccaa aatcactcaa 
acgctatttt agtctcaaag 
atatcgccac tgaaaatgtt 
taacttaata aagaatctgt 
cctcacgctt agtatgttct 
tgggactgaa ctcctaaacg 
tgttcctaaa gttcgtcttt 
ctgcctccac tgtgctcact 
cctcgtaccg aatacttgct 
ttgacccccg ccagaccagg 
gtcttacaat gaccacacca 
gtgtcatcga agttattttc 
gctgccagca ccggggcctc 
tgcagctgcg actccacgta 
tccacctttt tcccatctcg 
gagcagagtt catagtgctg 
tcaaggccca gagccagctg 
ggagcgaaga acttgataaa 
gagagctcat acagcccttg 
ggtgtcactg gctcctcgtt 
cgaggaccct ggtacttcac 
cctcgcaccc cctgggcgga 
tagactttgg catcttccat 
agccgctggc agtgtccaca 
atcccgtgcg tgaacatgtc 
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ggccgtgtac a 
5651 

<210> 6142 
<211> 513 
< 2 1 2 > PRT 

<213 > Homo sapiens 


<400> 6142 


Met 

Pro 

Gly 

Leu 

Gly 

Arg 

Arg 

Ala 

Gin 

Trp 

Leu 

Cys 

Trp 

Trp 

Trp 

Gly 

1 




5 





10 





15 


Leu 

Leu 

Cys 

Ser 

Cys 

Cys 

Gly 

Pro 

Pro 

Pro 

Leu 

Arg 

Pro 

Pro 

Leu 

Pro 




20 





25 





30 



Ala 

Ala 

Ala 

Ala 

Ala 

Ala 

Ala 

Gly 

Gly 

Gin 

Leu 

Leu 

Gly 

Asp 

Gly 

Gly 



35 





40 





45 




Ser 

Pro 

Gly 

Arg 

Thr 

Glu 

Gin 

Pro 

Pro 

Pro 

Ser 

Pro 

Gin 

Ser 

Ser 

Ser 


50 





55 





60 





Gly Phe 

Leu 

Tyr 

Arg 

Arg 

Leu 

Lys 

Thr 

Gin 

Glu 

Lys 

Arg 

Glu 

Met 

Gin 

65 





70 





75 





80 

Lys 

Glu 

lie 

Leu 

Ser 

Val 

Leu 

Gly 

Leu 

Pro 

His 

Arg 

Pro 

Arg 

Pro 

Leu 





85 





90 





95 


His Gly 

Leu 

Gin 

Gin 

Pro 

Gin 

Pro 

Pro 

Ala 

Leu 

Arg 

Gin 

Gin 

Glu 

Glu 




100 





105 





110 



Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Leu 

Pro 

Arg 

Gly 

Glu 

Pro 

Pro 

Pro 

Gly 

Arg 



115 





120 





125 




Leu 

Lys 

Ser 

Ala 

Pro 

Leu 

Phe 

Met 

Leu 

Asp 

Leu 

Tyr 

Asn 

Ala 

Leu 

Ser 


130 





135 





140 





Ala 

Asp 

Asn 

Asp 

Glu 

Asp 

Gly 

Ala 

Ser 

Glu 

Gly 

Glu 

Arg 

Gin 

Gin 

Ser 

145 





150 





155 





160 

Trp 

Pro 

His 

Glu 

Ala 

Ala 

Ser 

Ser 

Ser 

Gin 

Arg 

Arg 

Gin 

Pro 

Pro 

Pro 





165 





170 





175 


Gly Ala 

Ala 

His 

Pro 

Leu 

Asn 

Arg 

Lys 

Ser 

Leu 

Leu 

Ala 

Pro 

Gly 

Ser 




180 





185 





190 



Gly Ser 

Gly 

Gly 

Ala 

Ser 

Pro 

Leu 

Thr 

Ser 

Ala 

Gin 

Asp 

Ser 

Ala 

Phe 



195 





200 





205 




Leu 

Asn 

Asp 

Ala 

Asp 

Met 

Val 

Met 

Ser 

Phe 

Val 

Asn 

Leu 

Val 

Glu 

Tyr 


210 





215 





220 





Asp 

Lys 

Glu 

Phe 

Ser 

Pro 

Arg 

Gin 

Arg 

His 

His 

Lys 

Glu 

Phe 

Lys 

Phe 

225 





230 





235 





240 

Asn 

Leu 

Ser 

Gin 

lie 

Pro 

Glu 

Gly 

Gly 

Val 

Val 

Thr 

Ala 

Ala 

Glu 

Phe 





245 





250 





255 


Arg 

He 

Tyr 

Lys 

Asp 

Cys 

Val 

Met 

Gly 

Ser 

Phe 

Lys 

Asn 

Gin 

Thr 

Phe 




260 





265 





270 



Leu 

lie 

Ser 

lie 

Tyr 

Gin 

Val 

Leu 

Gin 

Glu 

His 

Gin 

His 

Arg 

Asp 

Ser 



275 





280 





285 




Asp 

Leu 

Phe 

Leu 

Leu 

Asp 

Thr 

Arg 

Val 

Val 

Trp 

Ala 

Ser 

Glu 

Glu 

Gly 


290 





295 





300 





Trp 

Leu 

Glu 

Phe 

Asp 

He 

Thr 

Ala 

Thr 

Ser 

Asn 

Leu 

Trp 

Val 

Val 

Thr 

305 





310 





315 





320 

Pro 

Gin 

His 

Asn 

Met 

Gly Leu 

Gin 

Leu 

Ser 

Val 

Val 

Thr 

Arg 

Asp 

Gly 





325 





330 





335 


Val 

His 

val 

His 

Pro 

Arg 

Ala 

Ala 

Gly 

Leu 

Val 

Gly 

Arg 

Asp 

Gly 

Pro 




340 





345 





350 



Tyr Asp 

Lys 

Gin 

Pro 

Phe 

Met 

Val 

Ala 

Phe 

Phe 

Lys 

Val 

Ser 

Glu 

Val 
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355 





360 





365 




His 

Val 

Arg 

Thr 

Thr 

Arg 

Ser 

Ala 

Ser 

Ser 

Arg 

Arg 

Arg 

Gin 

Gin 

Ser 


370 





375 





380 





Arg 

Asn 

Arg 

Ser 

Thr 

Gin 

Ser 

Gin 

Asp 

Val 

Ala 

Arg 

Val 

Ser 

Ser 

Ala 

385 





390 





395 





400 

Ser 

Asp 

Tyr 

Asn 

Ser 

Ser 

Glu 

Leu 

Lys 

Thr 

Ala 

Cys 

Arg 

Lys 

His 

Glu 





405 





410 





415 


Leu 

Tyr 

Val 

Ser 

Phe 

Gin 

Asp 

Leu 

Gly 

Trp 

Gin 

Asp 

Trp 

lie 

lie 

Ala 




420 





425 





430 



Pro 

Lys 

Gly 

Tyr 

Ala 

Ala 

Asn 

Tyr 

Cys 

Asp 

Gly 

Glu 

Cys 

Ser 

Phe 

Pro 



435 





440 





445 




Leu 

Asn 

Ala 

His 

Met 

Asn 

Ala 

Thr 

Asn 

His 

Ala 

lie 

Val 

Gin 

Thr 

Leu 


450 





455 





460 





Val 

His 

Leu 

Met 

Asn 

Pro 

Glu 

Tyr 

Val 

Pro 

Lys 

Pro 

Cys 

Cys 

Ala 

Pro 

465 





470 





475 





480 

Thr 

Lys 

Leu 

Asn 

Ala 

lie 

Ser 

Val 

Leu 

Tyr 

Phe 

Asn 

Asp 

Asn 

Ser 

Lys 





485 





490 





495 


He 

Thr 

Leu 

Lys 

Lys 

Tyr 

Arg 

Asn 

Met 

Val 

Val 

Arg 

Ala 

Cys 

Gly 

Tyr 




500 





505 





510 




Cys 


<210> 6143 

<211> 1137 

<212> DNA 

<213 > Homo sapiens 

<400> 6143 

tttttttttt tttttgagct gcagagcact gagctttatt tacaaacttc cacagaatcc 
60 

ctcaccctcc accccagggt cctccctctc tggaactcag gcagcagaca agcttgggtc 
120 

cacccacctg cccaacctag gacagctggg cctgagctgg gcgggcaggg gattccatct 
180 

cctgggtgcg cctgccagag gggagaggct ggaggcggcg ggaatgctgt tctcccccag 
240 

gagtcagtcc tcagggcttc tgccgtggga cgtggggccg agggacctgg ggcactgacc 
300 

aggtcggggt cgggggcagc atctgcattg gtgaggccgg gtgaaaaggg ctgctggtgc 
360 

cggacagctt ctggtgctgg gcctagcgga gacagaggac cagaggtcca ggttcctggg 
420 

ggctgagctt ttctcagact tcggaggaaa aatgtcccag cccagcaggc agtgccgggg 
480 

cagggccagt gtgtcagagg cgtcaaagct ctttcgggtg gatgtggtac cggtgcgggg 
540 

gctccaggat cgacagcggg atgctcaccc tgcgcagggg ggctgacgtg cgctgctgcg 
600 

ccagggtccc agggccctgc tggtctcgcg atgtcctgca caggcggcag ggggtaccgg 
660 

gatccacagg caccgggaac aggcgccggt tgacacggta acagtacacg cattcatggt 
720 

cttcctccac gccgctgcca ctgctctcac gcaggcctgg caactggggt tcaggatggc 
780 
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tgcagataca ctcctccttg ttggtttccc gaaactcctg cagcttggag aagaaggcct 
84 0 

caggctggct ggtgatggaa gagctggtgt ccagagaccc tgcaatccag tcatagccca 
900 

ggtatggcct gaggcgccag ctcctctcag gaactgcaga ctcctcagag aaggtcaccc 
960 

tgggcttgga cagcttgctc tgttgagcca ggatggacct cggggtctgt gcctcctggg 
1020 

gtcctggatc acccagcctc cctgagggct ctgggtccct caggcttgag gtgcccagcg 
1080 

agggtgctga gtggggtctc ggtcggccca gggactcctg gtgctggcat ttggcag 
1137 

<210> 6144 

<211> 141 

<212> PRT 

<213> Homo sapiens 

<400> 6144 

Phe Phe Phe Phe Phe Glu Leu Gin Ser Thr Glu Leu Tyr Leu Gin Thr 
1 5 10 15 

Ser Thr Glu Ser Leu Thr Leu His Pro Arg Val Leu Pro Leu Trp Asn 
20 25 30 

Ser Gly Ser Arg Gin Ala Trp Val His Pro Pro Ala Gin Pro Arg Thr 
35 40 45 

Ala Gly Pro Glu Leu Gly Gly Gin Gly He Pro Ser Pro Gly Cys Ala 
50 55 60 

Cys Gin Arg Gly Glu Ala Gly Gly Gly Gly Asn Ala Val Leu Pro Gin 

65 70 75 80 

Glu Ser Val Leu Arg Ala Ser Ala Val Gly Arg Gly Ala Glu Gly Pro 

85 90 95 

Gly Ala Leu Thr Arg Ser Gly Ser Gly Ala Ala Ser Ala Leu Val Arg 
100 105 110 

Pro Gly Glu Lys Gly Cys trp Cys Arg Thr Ala Ser Gly Ala Gly Pro 
115 120 125 

Ser Gly Asp Arg Gly Pro Glu Val Gin Val Pro Gly Gly 
130 135 140 

<210> 6145 

<211> 766 

<212> DNA 

<213> Homo sapiens 

<400> 6145 

nacaagggct cagcctcctc tcctggggtc cagcttgtcg cctctggctc acctgttcct 
60 

agagcaatgt cttcccagca gcagcagcgg caggcagcag tgcccacccc agaggcccag 
120 

cagcagcaag tgaagcagcc ttgtcagcca ccccctgtta aatgtcaaga gacatgtgca 
180 

cccaaaacca aggatccatg tgctccccag gtcaagaagc aatgcccacc gaaagacacc 
240 

atcattccag cccagcagaa gtgtccctca gcccagcaag cctccaagag caaacagaag 
300 
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taaggatgga ctggatatta ccatcatcca ccatcctggc taccagatgg aaccttctct 
360 

tcttccttct cctcttccct cc agctcttg agcctaccct cctctcacat ctcctcctgc 
420 

ccaagatgta aggaagcatt gtaaggattt cttcccatcg tacccttccc cacacatacc 
480 

accttggctt cttctatatc ccaccccgat gctctcccag gtgggtgtga gagagacctc 
540 

attctctgca ggctccagcg tggccacagc taaggcccat ccatttccca aagtgaggaa 
600 

agtgtctggg cttcttctgg ggttccaccc tgacaagtag ggtcacagag gctggtgcac 
660 

agtttctgcc tcattcctct ccatgatgcc ccctgctctg ggcttctctc ctgttttccc 
720 

caataaatat gtgcctcatg taataaatgt gtctgcttcc tgggct 
766 

<210> 6146 
< 211 > 100 
<212 > PRT 

<213 > Homo sapiens 
<400 > 6146 

Xaa Lys Gly Ser Ala Ser Ser Pro Gly Val Gin Leu Val Ala Ser Gly 
15 10 15 

Ser Pro Val Pro Arg Ala Met Ser Ser Gin Gin Gin Gin Arg Gin Ala 
20 25 30 

Ala Val Pro Thr Pro Glu Ala Gin Gin Gin Gin Val Lys Gin Pro Cys 
35 40 45 

Gin Pro Pro Pro Val Lys Cys Gin Glu Thr Cys Ala Pro Lys Thr Lys 
50 55 60 

Asp Pro Cys Ala Pro Gin Val Lys Lys Gin Cys Pro Pro Lys Asp Thr 

65 70 75 80 

He lie Pro Ala Gin Gin Lys Cys Pro Ser Ala Gin Gin Ala Ser Lys 

85 90 95 

Ser Lys Gin Lys 
100 

<210> 6147 
<211> 1852 
<212> DNA 

<213 > Homo sapiens 
<400> 6147 

ntgctaactc aaggagctac tgtacttaaa aacatgcaaa atatgttgta tttgtggcat 
60 

agttcatatt tacactatca taaaattatg gccgagaagt taaatattct aaatgtgtca 
120 

acatagttct ctgtaaaact gacttacttt ccaaatatat tttgaaataa aacaatataa 
180 

aaatgttttc tgtttttagg aatggtggaa agcagcagac ataattggag tgggttggat 
240 

aagcaaagtg atattcaaaa tttaaatgaa gagagaatct tagctttaca gctttgtggg 
300 
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tggataaaga aaggaacgga 
360 

ggggaatggg aaagagctgc 
420 

caaatcctga atgaaggggc 
480 

atggctttat cgggttatac 
540 

ctgcgattac agctaaataa 
600 

acaggatctt acgatggagt 
660 

tttgcttgta aattccttag 
720 

gaaatgaaag aggctggaaa 
780 

gtggacttaa tggagagtta 
840 

atgttacagg gttcaccttt 
900 

aattatagaa atttattaga 
960 

cacaggagta agttggatcc 
1020 

ttctgtggca agtcaatctc 
1080 

agtcagtatg gtgtgagtgg 
1140 

cgaaaaccac ttcctcgatg 
1200 

tgtcctggag gaaccaaatc 
1260 

caatttaaca actggtttac 
1320 

atgcttagtt ggttcaggga 
1380 

atgcagttgg atacaacggg 
1440 

accaccttaa gagaaccctt 
1500 

aaacatacct cagaacaagc 
1560 

tcagatcagc agttttgatg 
1620 

caaaataaac atcgaagtat 
1680 

gaaaaacttt ctaagttttg 
1740 

agccaagaac agactttgag 
1800 

atatgtgcac ttttaaaata 
1852 

< 210 > 6148 


tgtagacgtg gggccatttt 
tgctgtggea ttgttcaact 
atcttctgaa aaaggagatc 
ggatgagaag aactcccttt 
cccgtatttg tgtgtcatgt 
tttgtatgaa aacaaagttg 
tgatactcag ttaaatagat 
tttggaagga attttgctta 
tgttgataga actggagatg 
agatgttctt aaagatgaaa 
tgcctggagg ttttggcata 
cagttccaag cctttagcac 
ctacagctgt tcagctgtgc 
ctcaccaacg aaatctaaag 
tgcgctttgt ctcattaata 
agatgaaaaa gtggacttga 
atggtgtcat aattgcaggc 
ccatgcagag tgccctgtgt 
gaatctggta cctgcagaga 
caagtgtgga gctttctagt 
cattcatgac ttacctgtaa 
tttgagtgat tttgatatgc 
agacatgagt tctgttcagc 
gttgaaatta tgaacactct 
cctatatctt caaagctgaa 
aaaaaaaaaa aaaaaaaaaa 


tgaactccct tgtacaagaa 
tggatattcg ccgagcaatc 
tgaatctcaa tgtggtagca 
ggagagaaat gtgtagcaca 
ttgcatttct gacaagtgaa 
cagtacgtga cagagtggca 
acatcgaaaa gttgaccaat 
caggccttac taaagatgga 
ttcaaacagc aagttactgt 
gggttcagta ctggattgag 
aacgagctga atttgatatt 
aagtttttgt gagttgcaat 
ctcatcaggg cagaggtttt 
tcacaagttg tcctggctgt 
tgggaacacc agtttctagc 
gcaaggacaa aaaattagcc 
acggtggaca tgctggacat 
ctgcatgcac gtgtaaatgt 
ctgtccagcc ataaaatgtt 
aggtgtcctt catagctcag 
tgggaaaata aatcattcta 
ttcacagaga caaatgctgc 
aggttgaaaa gtctgattta 
agaagcagaa tttctggaag 
actggatatc tttcaataaa 
aaaaaaaaaa aa 
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<211> 410 
<212 > PRT 

<213 > Homo sapiens 


<4 00> 6148 


Met Val 

Glu 

Ser 

Ser 

Arg 

His 

Asn 

Trp 

Ser 

Gly 

Leu Asp 

Lys 

Gin 

Ser 

1 



5 





10 





15 


Asp lie 

Gin 

Asn 

Leu 

Asn 

Glu 

Glu 

Arg 

lie 

Leu 

Ala 

Leu 

Gin 

Leu 

Cys 

- 


20 





25 





30 



Gly Trp 

He 

Lys 

Lys 

Gly 

Thr 

Asp 

Val 

Asp 

Val 

Gly 

Pro 

Phe 

Leu 

Asn 


35 





40 





45 




Ser Leu 

Val 

Gin 

Glu 

Gly 

Glu 

Trp 

Glu 

Arg 

Ala 

Ala 

Ala 

Val 

Ala 

Leu 

50 





55 





60 





Phe Asn 

Leu 

Asp 

lie 

Arg 

Arg 

Ala 

lie 

Gin 

lie 

Leu 

Asn 

Glu 

Gly 

Ala 

65 




70 





75 





80 

Ser Ser 

Glu 

Lys 

Gly 

Asp 

Leu 

Asn 

Leu 

Asn 

Val 

Val 

Ala 

Met 

Ala 

Leu 




85 





90 





95 


Ser Gly 

Tyr 

Thr 

Asp 

Glu 

Lys 

Asn 

Ser 

Leu 

Trp 

Arg 

Glu 

Met 

Cys 

Ser 



100 





105 





110 



Thr Leu 

Arg 

Leu 

Gin 

Leu 

Asn 

Asn 

Pro 

Tyr 

Leu 

Cys 

Val 

Met 

Phe 

Ala 


115 





120 





125 




Phe Leu 

Thr 

Ser 

Glu 

Thr 

Gly 

Ser 

Tyr 

Asp 

Gly 

Val 

Leu 

Tyr 

Glu 

Asn 

130 





135 





140 





Lys Val 

Ala 

Val 

Arg 

Asp 

Arg 

Val 

Ala 

Phe 

Ala 

Cys 

Lys 

Phe 

Leu 

Ser 

14 5 




150 





155 





160 

Asp Thr 

Gin 

Leu 

Asn 

Arg 

Tyr 

lie 

Glu 

Lys 

Leu 

Thr 

Asn 

Glu 

Met 

Lys 




165 





170 





175 


Glu Ala 

Gly 

Asn 

Leu 

Glu 

Gly 

lie 

Leu 

Leu 

Thr 

Gly 

Leu 

Thr 

Lys 

Asp 



180 





185 





190 



Gly Val 

Asp 

Leu 

Met 

Glu 

Ser 

Tyr 

Val 

Asp 

Arg 

Thr 

Gly 

Asp 

Val 

Gin 


195 





200 





205 




Thr Ala 

Ser 

Tyr 

Cys 

Met 

Leu 

Gin 

Gly 

Ser 

Pro 

Leu 

Asp 

Val 

Leu 

Lys 

210 





215 





220 





Asp Glu 

Arg 

Val 

Gin 

Tyr 

Trp 

lie 

Glu 

Asn 

Tyr 

Arg 

Asn 

Leu 

Leu 

Asp 

225 




230 





235 





240 

Ala Trp 

Arg 

Phe 

Trp 

His 

Lys 

Arg 

Ala 

Glu 

Phe 

Asp 

lie 

His 

Arg 

Ser 




245 





250 





255 


Lys Leu 

Asp 

Pro 

Ser 

Ser 

Lys 

Pro 

Leu 

Ala 

Gin 

Val 

Phe 

Val 

Ser 

Cys 



260 





265 





270 



Asn Phe 

Cys 

Gly 

Lys 

Ser 

lie 

Ser 

Tyr 

Ser 

Cys 

Ser 

Ala 

Val 

Pro 

His 


275 





280 





285 




Gin Gly 

Arg 

Gly 

Phe 

Ser 

Gin 

Tyr 

Gly 

Val 

Ser 

Gly Ser 

Pro 

Thr 

Lys 

290 





295 





300 





Ser Lys 

Val 

Thr 

Ser 

Cys 

Pro 

Gly 

Cys 

Arg 

Lys 

Pro 

Leu 

Pro 

Arg 

Cys 

305 




310 





315 





320 

Ala Leu 

Cys 

Leu 

lie 

Asn 

Met 

Gly 

Thr 

Pro 

Val 

Ser 

Ser 

Cys 

Pro 

Gly 




325 





330 





335 


Gly Thr 

Lys 

Ser 

Asp 

Glu 

Lys 

Val 

Asp 

Leu 

Ser 

Lys 

Asp 

Lys 

Lys 

Leu 



340 





345 





350 



Ala Gin 

Phe 

Asn 

Asn 

Trp 

Phe 

Thr 

Trp 

Cys 

His 

Asn 

Cys 

Arg 

His 

Gly 


355 





360 





365 




Gly His 

Ala 

Gly 

His 

Met 

Leu 

Ser 

Trp 

Phe 

Arg 

Asp 

His 

Ala 

Glu 

Cys 

370 





375 





380 





Pro Val 

Ser 

Ala 

Cys 

Thr 

Cys 

Lys 

Cys 

Met 

Gin 

Leu 

Asp 

Thr 

Thr 

Gly 
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385 390 395 400 

Asn Leu Val Pro Ala Glu Thr Val Gin Pro 


405 

<210> 6149 
<211> 1949 
<212> DNA 
<213 > Homo sapiens 

<4 00> 6149 

nggccgcggg ctgcatgggc agcgcccgcg 
60 

agccctcgga gcacgaatat atacagccct 
120 

agacagtcct cgtcagcact gactttcagc 
180 

gccggccgtg taaatgaaga tcgggtgagg 
240 

aaagcaccac agcaggaaga gcttcccctc 
300 

aaaaaggata aagataaagt ttctctaacc 
360 

gggaaggagg tgagggagcg agccagcaag 
420 

ggggagcaga aggactcgga cacagagaag 
480 

gagcctgtca cccggaaggc cgggctgctg 
540 

ggctaccccc tctccgagcg ccagcaggtg 
600 

tctgccaaca gcccagtgga cacaacacca 
660 

aagggaacgc ccaactctgc ctcaaaaacc 
720 

ggagagaccc gcctgcaccg agccgccatc 
780 

atcagcgagg gggcagacgt caacgtcaag 
840 

gcctgtaacc ggggctacta cgacgtcgcg 
900 

aacaccaagg gcctagatga cgacacgcct 
960 

aaggtggtga agctgctgct gcggtacgga 
1020 

gagacgccgc tgaaagtggc caactccccc 
1080 

acttacactt ccagcgagga gagctcgacg 
1140 

ttcgcacctt ccagttcagt cgacggcaac 
1200 

aagcacaagg ccaagaaccc agagccacag 
1260 

gagtttgatg aggacgacga gcaggacagg 
1320 


410 


ccccgccgct gagccgtcgc ggagccgcgc 
gctctgggac acacctccat tggatttaaa 
tatggaatcg cagacggttg atgatgaagc 
agcaggacga tgcccaaggg tgggtgccct 
agcagcgaca tggtggagaa gcagactggg 
aagaccccaa aactggagcg tggcgatggc 
cggaagctgc ccttcaccgc gggcgccaat 
cagggccctg agcggaagag gattaagaag 
tttggcatgg ggctgtctgg aatccgagcc 
gcccttctca tgcagatgac ggccgaggag 
aagcacccct cccagtctac agtgtgtcag 
aaagataaac tgaacaagag aaacgagcgt 
cgcggggacg cccggcgcat caaagagctc 
gacttcgcag gctggacggc gctgcacgag 
aagcagctgc tggctgcagg tgcggaggtg 
ttgcacgacg ctgccaacaa cgggcactac 
gggaacccgc agcagagcaa caggaaaggc 
acgatggtga acctcctgtt aggcaaaggc 
gagagctcag aagaggaaga cgcaccatcc 
aacacggact ccgagttcga aaaaggcctc 
aaggccacgg cccccgtcaa ggacgagtat 
gttcctccgg tggacgacaa gcacctattg 
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aaaaaggact acagaaaaga aacgaaatcc aatagtttta tctctatacc caaaatggag 
1380 

gttaaaagtt acactaaaaa taacacgatt gcaccaaaga aagcgtccca tcgtatcctg 
1440 

tcagacacgt cggacgagga ggacgcgagt gtcaccgtgg ggacaggaga gaagctgaga 
1500 

ctctcggcac atacgatatt gcctggtagt aagacacgag agccttctaa tgccaagcag 
1560 

cagaaggaaa aaaataaagt gaaaaagaag cgaaagaaag aaacaaaagg cagagaggtt 
1620 

cgcttcggaa agcggagcna tagttctgct cctcggagtc ggagagcgag tcctcagaga 
1680 

gtggggagga tgacagggac tctctgggga gctctggctg cctcaagggg tccccgctgg 
1740 

tgctgaagga cccctccctg ttcagctccc tctctgcctc ctccacctcg tctcacggga 
1800 

gctctgccgc ccagaagcag aaccccagcc acacagacca gcacaccaag cactggcgga 
1860 

cagacaattg gaaaaccatt tcttccccgg cttggtcaga ggtcagttct ttatcagact 
1920 

ccacaaggac gagactgaca agcgagtct 
1949 

<210> 6150 
<2 11> 508 
<212> PRT 

<213 > Homo sapiens 
<400 > 6150 


Met 

Pro 

Lys 

Gly 

Gly 

Cys 

Pro 

Lys 

Ala 

Pro 

Gin 

Gin 

Glu 

Glu 

Leu 

Pro 

1 




5 





10 





15 


Leu 

Ser 

Ser 

Asp 

Met 

Val 

Glu 

Lys 

Gin 

Thr 

Gly Lys 

Lys 

Asp 

Lys 

Asp 




20 





25 





30 



Lys 

Val 

Ser 

Leu 

Thr 

Lys 

Thr 

Pro 

Lys 

Leu 

Glu Arg 

Gly 

Asp 

Gly 

Gly 



35 





40 





45 




Lys 

Glu 

Val 

Arg 

Glu 

Arg 

Ala 

Ser 

Lys 

Arg 

Lys 

Leu 

Pro 

Phe 

Thr 

Ala 


50 





55 





60 





Gly Ala 

Asn 

Gly 

Glu 

Gin 

Lys 

Asp 

Ser 

Asp 

Thr 

Glu 

Lys 

Gin 

Gly 

Pro 

65 





70 





75 





80 

Glu Arg 

Lys 

Arg 

lie 

Lys 

Lys 

Glu 

Pro 

Val 

Thr Arg 

Lys 

Ala 

Gly 

Leu 





85 





90 





95 


Leu 

Phe 

Gly 

Met 

Gly 

Leu 

Ser 

Gly 

lie 

Arg 

Ala Gly 

Tyr 

Pro 

Leu 

Ser 




100 





105 





110 



Glu Arg 

Gin 

Gin 

Val 

Ala 

Leu 

Leu 

Met 

Gin 

Met 

Thr 

Ala 

Glu 

Glu 

Ser 



115 





120 





125 




Ala 

Asn 

Ser 

Pro 

Val 

Asp 

Thr 

Thr 

Pro 

Lys 

His 

Pro 

Ser 

Gin 

Ser 

Thr 


130 





135 





140 





Val 

Cys 

Gin 

Lys Gly 

Thr 

Pro 

Asn 

Ser 

Ala 

Ser 

Lys 

Thr 

Lys 

Asp 

Lys 

145 





150 





155 





160 

Leu 

Asn 

Lys 

Arg 

Asn 

Glu 

Arg 

Gly 

Glu 

Thr 

Arg 

Leu 

His 

Arg 

Ala 

Ala 





165 





170 





175 


lie 

Arg 

Gly 

Asp Ala 

Arg 

Arg 

He 

Lys 

Glu 

Leu 

lie 

Ser 

Glu 

Gly 

Ala 




180 





185 





190 



Asp 

Val 

Asn 

Val 

Lys 

Asp 

Phe 

Ala 

Gly 

Trp 

Thr 

Ala 

Leu 

His 

Glu 

Ala 
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195 200 205 

Cys Asn Arg Gly Tyr Tyr Asp Val Ala Lys Gin Leu Leu Ala Ala Gly 

210 215 220 

Ala Glu Val Asn Thr Lys Gly Leu Asp Asp Asp Thr Pro Leu His Asp 

225 230 235 240 

Ala Ala Asn Asn Gly His Tyr Lys Val Val Lys Leu Leu Leu Arg Tyr 

245 250 255 

Gly Gly Asn Pro Gin Gin Ser Asn Arg Lys Gly Glu Thr Pro Leu Lys 

260 265 270 

Val Ala Asn Ser Pro Thr Met Val Asn Leu Leu Leu Gly Lys Gly Thr 

275 280 285 

Tyr Thr Ser Ser Glu Glu Ser Ser Thr Glu Ser Ser Glu Glu Glu Asp 

290 295 300 

Ala Pro Ser Phe Ala Pro Ser Ser Ser Val Asp Gly Asn Asn Thr Asp 

305 310 315 320 . 

Ser Glu Phe Glu Lys Gly Leu Lys His Lys Ala Lys Asn Pro Glu Pro 

325 330 335 

Gin Lys Ala Thr Ala Pro Val Lys Asp Glu Tyr Glu Phe Asp Glu Asp 

340 345 350 

Asp Glu Gin Asp Arg Val Pro Pro Val Asp Asp Lys His Leu Leu Lys 

355 360 365 

Lys Asp Tyr Arg Lys Glu Thr Lys Ser Asn Ser Phe lie Ser lie Pro 

370 375 380 

Lys Met Glu Val Lys Ser Tyr Thr Lys Asn Asn Thr lie Ala Pro Lys 

385 390 395 400 

Lys Ala Ser His Arg lie Leu Ser Asp Thr Ser Asp Glu Glu Asp Ala 

405 410 415 

Ser Val Thr Val Gly Thr Gly Glu Lys Leu Arg Leu Ser Ala His Thr 

420 425 430 

lie Leu Pro Gly Ser Lys Thr Arg Glu Pro Ser Asn Ala Lys Gin Gin 

435 440 445 

Lys Glu Lys Asn Lys Val Lys Lys Lys Arg Lys Lys Glu Thr Lys Gly 

450 455 460 

Arg Glu Val Arg Phe Gly Lys Arg Ser Xaa Ser Ser Ala Pro Arg Ser 

465 470 475 480 

Arg Arg Ala Ser Pro Gin Arg Val Gly Arg Met Thr Gly Thr Leu Trp 

485 490 495 

Gly Ala Leu Ala Ala Ser Arg Gly Pro Arg Trp Cys 

500 505 

<210> 6151 
<211> 648 
<212> DNA 

<213 > Homo sapiens 
<400> 6151 

tttttttttt ttttttttga agggtgagaa atttattcag atttcttcat aattcccccc 
60 

aaaagctcca accacgttgc cagtccttgg gtgctgcagt tggtcgggga gaggggctgt 
120 

gtggaggtca ccttctggta gacggagacc cgcttttcag actctgtggc gcagcaggcg 
180 

ggccaggaac atttgggcca ctattgctct tagccctgcc gcgcctgact ttctctcctc 
240 
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tactttcctt ccgaccgtag ggacaagtgt ggggatccgc tttgggctcc aaggccctgc 
300 

ccgcactggc agcaccaagc gggtgtagaa tgactggaag gagcagggaa ggaagatggg 
360 

tgtcaactgt cccggccagt ggctgcgtgc atgtgtgtgt gaacagggaa aaggccaccc 
420 

tctcccatgt ttctcccgtc tcctcggttc tcctcggaga cccgcagggc tgcccgaggt 
480 

agctccgagt tgccctgggt cgctggggct tggtccgcat cctcctccgc tagtccgctc 
540 

ccgcgttcca cagcgccccg ccgctcggtg tgcacgcact gcggcttaac ccagccgaca 
600 

aggcacgctt gccaaagagg cgcgggtgtg tgtgtgcggg gtccgcgg 
648 

<210> 6152 
<211> 130 
<212> PRT 

<213> Homo sapiens 
<400> 6152 


Met 

Arg 

Thr 

Lys 

Pro 

Gin 

Arg 

Pro 

Arg 

Ala 

Thr 

Arg 

Ser 

Tyr 

Leu Gly 

1 




5 





10 





15 


Gin 

Pro 

Cys 

Gly 

Ser 

Pro 

Arg 

Arg 

Thr 

Glu 

Glu 

Thr 

Gly Glu Thr 

Trp 




20 





25 





30 



Glu Arg 

Val 

Ala 

Phe 

Ser 

Leu 

Phe 

Thr 

His 

Thr 

Cys 

Thr 

Gin 

Pro 

Leu 



35 





40 





45 




Ala 

Gly 

Thr 

val 

Asp 

Thr 

His 

Leu 

Pro 

Ser 

Leu 

Leu 

Leu 

Pro 

Val 

He 


50 





55 





60 





Leu 

His 

Pro 

Leu 

Gly 

Ala 

Ala 

Ser 

Ala 

Gly 

Arg 

Ala 

Leu 

Glu 

Pro 

Lys 

65 





70 





75 





80 

Ala 

Asp 

Pro 

His 

Thr 

Cys 

Pro 

Tyr 

Gly 

Arg 

Lys 

Glu 

Ser Arg Gly Glu 





85 





90 





95 


Lys 

Val 

Arg 

Arg 

Gly 

Arg 

Ala 

Lys 

Ser 

Asn 

Ser 

Gly Pro 

Asn 

Val 

Pro 




100 





105 





110 



Gly 

Pro 

Pro 

Ala 

Ala 

Pro 

Gin 

Ser 

Leu 

Lys 

Ser 

Gly Ser 

Pro 

Ser 

Thr 



115 





120 





125 





Arg Arg 
130 


<210> 6153 

<211> 1810 

<212 > DNA 

<213> Homo sapiens 

<400> 6153 

gatgcagtta cctgtgtgga cttcagtatc aacacaaagc agctggccag tggtnccatg 
60 

gactcatgcc tcatggtctg gcacatgaag ctgcagtcac gcgcctaccg cttcactggc 
120 

cacaaggatg ccgtcacctg tgtgaacttc tctccttcgg gacacctgct tgcttccggc 
180 

tcccgagaca agactgtccg catctgggta cccaatgtca aaggtgagtc cactgtgttt 
240 
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cgtgcacaca cagccacagt gaggagtgtc 
300 

acagcctctg acgacaagac agtcaaagtg 
360 

tccctgagcc agcatatcaa ctgggtccgc 
420 

atcgtgtctg ccagtgatga caagactgtt 
480 

gtccactcgt attgtgagca tggcggcttt 
540 

acgtgcattg ccgctgccgg catggacaac 
600 

cggctgctgc agcattatca gttgcacagt 
660 

tcgggaaact acctgatcac agcctccagt 
720 

gagggccggc tgctctacac actccacggg 
780 

tcaagaacgg gggagtattt tgcttctgga 
840 

agtaactttg atattgttga tcatggagaa 
900 

ctggccagct ccatggggaa tctgccagaa 
960 

tggagtgtgg agtctgtgca gagccagccc 
1020 

actagcacgc tggagcacat tgtgggccag 
1080 

ctggagcagc ggttgacact gacagaagac 
1140 

ctaatcatgc agagagcaac accatgatca 
1200 

tgcaggtggc aggccaggga tttgtaccat 
1260 

ctgtgggaat cacatccata ctggagccct 
1320 

tatctgcacc aggaggctct ccacctggca 
1380 

cacaaatgat gcttcagacc cgaatgagag 
1440 

cttgaaaatg tctgctcctt cggggtcctg 
1500 

ctccacgatg ccttgatttt cactcatcat 
1560 

gccatggtgt agaaattgat tgcacattga 
1620 

gactaaaggc ccaaagtggg' cccatctgag 
1680 

tgggtggtgg cttttcagtg gccctgattt 
1740 

gacttcctcc ttgcgtgagt gagggcacag 
1800 

aaaaaaaaaa 

1810 


cacttctgca gtgatggcca gtccttcgtg 
t 999 caac tc atcgccagaa attcctgttc 
tgtgccaagt tctcccccga cgggcggctc 
aagctgtggg acaagagcag ccgggaatgt 
gtcacctatg tggacttcca ccccagtggg 
acagtgaagg tgtgggacgt gcggactcac 
gcagcagtga acgggctctc tttccacccg 
gactcaaccc tgaagatcct ggacctgatg 
catcagggac cagccaccac tgttgccttt 
ggctctgatg aacaagtgat ggtttggaag 
gtcacgaaag tgccgaggcc cccagccaca 
gtggacttcc ctgtcccccc aggcagaggc 
caggagcccg tgagtgtgcc ccagacactg 
ctggatgtcc tcactcagac agtctccatt 
aagctgaagc agtgtctgga gaaccagcag 
9999 a 9 ca 99 aatcaggagc tcggtggatt 
gggacttggg taaataaagg ggactgaact 
ggatttttgc agttctgccc tccaccttgc 
gccagaggtc cccagtgggc cgggctcaca 
gaccacattt tgcttaatgt aaaggagcca 
agattgtggc tccccctctg gaggaggtgg 
ttggacatgt gactggcttt tcctacctct 
ttggatgagc cgggggtttt ctctaaatct 
tcaggtttgt tgagaacaag ccctctcaag 
ctgttccaca cgtgttcact ggagccaggt 
gaatctcaaa attaaacctg acttcattgc 
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<210> 6154 
<211> 388 
<212 > PRT 
<213>.Homo sapiens 


<400> 6154 


Asp 

Ala 

Val 

Thr 

Cys 

Val 

Asp 

Phe 

Ser 

lie 

Asn 

Thr 

Lys 

Gin 

Leu 

Ala 

1 




5 





10 





15 


Ser Gly 

Xaa 

Met 

Asp 

Ser 

Cys 

Leu 

Met 

Val 

Trp 

His 

Met 

Lys 

Leu 

Gin 




20 





25 





30 



Ser 

Arg 

Ala 

Tyr 

Arg 

Phe 

Thr 

Gly 

His 

Lys 

Asp 

Ala 

Val 

Thr 

Cys 

Val 



35 





40 





45 




Asn 

Phe 

Ser 

Pro 

Ser 

Gly 

His 

Leu 

Leu 

Ala 

Ser 

Gly 

Ser 

Arg Asp 

Lys 


50 





55 





60 





Thr 

Val 

Arg 

lie 

Trp 

Val 

Pro 

Asn 

Val 

Lys 

Gly 

Glu 

Ser 

Thr 

val 

Phe 

65 





70 





75 





80 

Arg Ala 

His 

Thr 

Ala 

Thr 

Val 

Arg 

Ser 

Val 

His 

Phe 

Cys 

Ser Asp 

Gly 





85 





90 





95 


Gin 

Ser 

Phe 

Val 

Thr 

Ala 

Ser 

Asp 

Asp 

Lys 

Thr 

Val 

Lys 

Val 

Trp 

Ala 




100 





105 





110 



Thr 

His 

Arg 

Gin 

Lys 

Phe 

Leu 

Phe 

Ser 

Leu 

Ser 

Gin 

His 

lie 

Asn 

Trp 



115 





120 





125 




Val 

Arg 

Cys 

Ala 

Lys 

Phe 

Ser 

Pro 

Asp Gly 

Arg 

Leu 

lie 

val 

Ser 

Ala 


130 





135 





140 





Ser 

Asp 

Asp 

Lys 

Thr 

Val 

Lys 

Leu 

Trp Asp 

Lys 

Ser 

Ser 

Arg 

Glu 

Cys 

145 





150 





155 





160 

Val 

His 

Ser 

Tyr 

Cys 

Glu 

His 

Gly 

Gly Phe 

Val 

Thr 

Tyr 

Val 

Asp 

Phe 





165 





170 





175 


His 

Pro 

Ser 

Gly 

Thr 

Cys 

lie 

Ala 

Ala 

Ala 

Gly 

Met 

Asp 

Asn 

Thr 

Val 




180 





185 





190 



Lys 

Val 

Trp 

Asp 

Val 

Arg 

Thr 

His 

Arg 

Leu 

Leu 

Gin 

His 

Tyr 

Gin 

Leu 



195 





200 





205 




His 

Ser 

Ala 

Ala 

Val 

Asn 

Gly 

Leu 

Ser 

Phe 

His 

Pro 

Ser 

Gly Asn 

Tyr 


210 





215 





220 





Leu 

lie 

Thr 

Ala 

Ser 

Ser 

Asp 

Ser 

Thr 

Leu 

Lys 

lie 

Leu 

Asp 

Leu 

Met 

225 





230 





235 





240 

Glu Gly 

Arg 

Leu 

Leu 

Tyr 

Thr 

Leu 

His 

Gly 

His 

Gin 

Gly 

Pro 

Ala 

Thr 





245 





250 





255 


Thr 

Val 

Ala 

Phe 

Ser 

Arg 

Thr 

Gly 

Glu Tyr 

Phe 

Ala 

Ser 

Gly Gly 

Ser 




260 





265 





270 



Asp 

Glu 

Gin 

val 

Met 

Val 

Trp 

Lys 

Ser 

Asn 

Phe 

Asp 

lie 

Val 

Asp 

His 



275 





280 





285 




Gly Glu 

Val 

Thr 

Lys 

Val 

Pro 

Arg 

Pro 

Pro 

Ala 

Thr 

Leu 

Ala 

Ser 

Ser 


290 





295 





300 





Met 

Gly 

Asn 

Leu 

Pro 

Glu 

Val 

Asp 

Phe 

Pro 

Val 

Pro 

Pro 

Gly Arg 

Gly 

305 





310 





315 





320 

Trp 

Ser 

Val 

Glu 

Ser 

Val 

Gin 

Ser 

Gin 

Pro 

Gin 

Glu 

Pro 

Val 

Ser 

Val 





325 





330 





335 


Pro 

Gin 

Thr 

Leu 

Thr 

Ser 

Thr 

Leu 

Glu 

His 

lie 

Val 

Gly 

Gin 

Leu 

Asp 




340 





345 





350 



Val 

Leu 

Thr 

Gin 

Thr 

Val 

Ser 

lie 

Leu 

Glu 

Gin 

Arg 

Leu 

Thr 

Leu 

Thr 



355 





360 





365 




Glu Asp 

Lys 

Leu 

Lys 

Gin 

Cys 

Leu 

Glu 

Asn 

Gin 

Gin 

Leu 

lie 

Met 

Gin 
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370 375 380 

Arg Ala Thr Pro 
385 

<210> 6155 
<211> 995 
<212> DNA 

<213> Homo sapiens 
<400> 6155 

aacagccaca gacgtatgtg taatatgatg ggctttagaa tgtacctgca aagcagtttt 
60 

tttttttttt ccatttggag gaaaaaagat gaaccaaaaa agactgaatt gggatgctaa 
120 

aataacagcg atttattatt aaggaaatga tacgcttttg tcccattcaa ataatgtttt 
180 

tattcccctt ttctttattc ttgggaggtt cctattgttg tgccaggtcg ttttcactga 
240 

acgattttta aaggtattca ccagtcccac gtgtgaccgg ttgcattttt actgtgcagg 
300 

accatcgtga agcctgtggc caaagagttt gatccagaca tggtcttagt atctgctgga 
360 

tttgatgcat tggaaggcca cacccctcct ctaggagggt acaaagtgac ggcaaaatgt 
420 

tttggtcatt tgacgaagca attgatgaca ttggctgatg gacgtgtggt gttggctcta 
480 

gaaggaggac atgatctcac agccatctgt gatgcatcag aagcctgtgt aaatgccctt 
540 

ctaggaaatg agctggagcc acttgcagaa gatattctcc accaaagccc gaatatgaat 
600 

gctgttattt ctttacagaa gatcattgaa attcaaaaac tgctggtgag cctatggaag 
660 

aggagccagc cttgtgaagt gccaagtccc cctctgatat ttcctgtgtg tgacatcatt 
720 

gtgtatcccc ccaccccagt accctcagac atgtcttgtc tgctgcctgg gtggcacaga 
780 

ttcaatggaa cataaacact gggcacaaaa ttctgaacag cagcttcact tgttctttgg 
840 

atggacttga aagggcatta aagattcctt aaacgtaacc gctgtgattc tagagttaca 
900 

gtaaaccacg attggaagaa actgcttcca gcatgctttt aatatgctgg gtgacccact 
960 

cctagacacc aagtttgaac tagaaacatt cagta 
995 

<210> 6156 
<211> 164 
<212> PRT 

<213> Homo sapiens 
<4 00> 6156 

Thr lie Val Lys Pro Val Ala Lys Glu Phe Asp Pro Asp Met Val Leu 
15 10 15 

Val Ser Ala Gly Phe Asp Ala Leu Glu Gly His Thr Pro Pro Leu Gly 


5338 



WO 00/58473 


PCT/USOO/08621 


20 25 30 

Gly Tyr Lys Val Thr Ala Lys Cys Phe Gly His Leu Thr Lys Gin Leu 
35 40 45 

Met Thr Leu Ala Asp Gly Arg Val Val Leu Ala Leu Glu Gly Gly His 
50 55 60 

Asp Leu Thr Ala lie Cys Asp Ala Ser Glu Ala Cys Val Asn Ala Leu 

65 70 75 80 

Leu Gly Asn Glu Leu Glu Pro Leu Ala Glu Asp lie Leu His Gin Ser 

85 90 95 

Pro Asn Met Asn Ala Val lie Ser Leu Gin Lys lie He Glu lie Gin 
100 105 110 

Lys Leu Leu Val Ser Leu Trp Lys Arg Ser Gin Pro Cys Glu Val Pro 
115 120 125 

Ser Pro Pro Leu lie Phe Pro Val Cys Asp lie lie Val Tyr Pro Pro 
130 135 140 

Thr Pro Val Pro Ser Asp Met Ser Cys Leu Leu Pro Gly Trp His Arg 

145 150 155 160 

Phe Asn Gly Thr 


<210> 6157 
<211> 2135 
<212 > DNA 

<213 > Homo sapiens 
<400> 6157 

natttcattt tatcccaact acttttgagg taggtattat cctgttttac aaacgaagaa 
60 

actaaggctc agtgagatta atgatccaag gtcatataat ctaagtggta gagctgggat 
120 

ttgaacttca gtttgactaa ctatgaaact tttaactgct attctttctc aactttcctt 
180 

ttttctgcag gatctggcga catggccaga aaggctctca agcttgcttc gtggaccagc 
240 

atggctcttg ctgcctctgg catctacttc tacagtaaca agtacttgga ccctaatgac 
300 

tttggcgctg tcagggtggg cagagcagtt gctacgacgg ctgtcatcag ttacgactac 
360 

ctcacttccc tgaagagtgt cccttatggc tcagaggagt acttgcagct gagatctaag 
420 

atccatgatt tgttccagag cttcgatgac acccctctgg ggacggcctc cctggcccag 
480 

gtccacaagg cagtgctgca tgatgggcgg acggtggccg tgaaggtcca gcacccaaag 
540 

gtgcgggctc agagctcgaa ggacattctc ctgatggagg tgctcgttct ggctgtgaag 
600 

cagctgttcc cagagtttga gtttatgtgg cttgtggatg aagccaagaa gaacctgcct 
660 

ttggagctgg atttcctcaa tgaagggagg aatgctgaga aggtgtccca gatgctcagg 
720 

cattttgact tcttgaaggt cccccgaatc cactgggacc tgtccacgga gcgggtcctc 
780 

ctgatggagt ttgtggatgg cgggcaggtc aatgacagag actacatgga gaggaacaag 
840 
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atcgacgtca atgagatctc acgccacctg ggcaagatgt atagtgagat gatcttcgtc 
900 

aatggcttcg tgcactgcga tccccacccc ggcaacgtac tggtgcggaa gcaccccggc 
960 

acgggaaagg cggagattgt cctgttggac catgggcttt accagatgct cacggaagaa 
1020 

ttccgcctga attactgcca cctctggcag tctctgatct ggactgacat gaagagagtg 
1080 

aaggagtaca gccagcgact gggagccggg gatctctacc ccttgtttgc ctgcatgctg 
1140 

acggcgcgat cgtgggactc ggtcaacaga ggcatcagcc aagctcccgt cactgccact 
1200 

gaggacttag agattcgcaa caacgcggcc aactacctcc cccagatcag ccatctcctc 
1260 

aaccacgtgc cgcgccagat gctgctcatc ttgaagacca acgacctgct gcgtggcatt 
1320 

gaggccgccc tgggcacccg cgccagcgcc agctcctttc tcaacatgtc acgttgctgc 
1380 

atcagagcgc tagctgagca caagaagaag aatacctgtt cattcttcag aaggacccag 
1440 

atctctttca gcgaggcctt caacttatgg cagatcaacc tccatgagct catcctgcgt 
1500 

gtgaaggggt tgaagctggc tgaccgggtc ttggccctaa tatgctggct gttccctgct 
1560 

ccactctgag tggaattgct ctccctgccc cattctggtg tctttccact cctcagcccc 
1620 

tcatcttgcc tccacccagc tgctccattt ttgccacatc gtggcccgca gccccagagt 
1680 

cactgtccat gtcaccatcc ttctcctcct ttggaatcct ctccgcacac tgtggccctt 
1740 

gtctcagggc ccacaagctg aactgtggca tagctctctc ttcttctcca agaagactca 
1800 

gcagcctaca ttcccattcc tggtatgtgc cattgggttg gatgtcccca ctacttccgt 
1860 

taacccttcc cattgtcaag atgtgccacg ggtgccactg ggggcacact gaacttgtag 
1920 

ggagtgtgat tttgttggag gtgcacatgg tctctgaatt tgacagagaa caccttccct 
1980 

ttccttgcca tgtcaccctc cagaggaagt cacacctcag cgaggtggtt tggcatctgg 
2040 

ggccaactcc attacagcta tgagctcact gctgtcagtg acgtttggtg ttttctgtac 
2100 

tgtgtttcaa taaaaactcc ttcaaggttg aaaaa 
2135 

<210> 6158 
<211> 455 
<212> PRT 

<213 > Homo sapiens 
<400> 6158 

Met Ala Arg Lys Ala Leu Lys Leu Ala Ser Trp Thr Ser Met Ala Leu 
15 10 15 

Ala Ala Ser Gly lie Tyr Phe Tyr Ser Asn Lys Tyr Leu Asp Pro Asn 
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20 





25 





30 



Asp 

Phe Gly Ala 

Val 

Arg Val Gly Arg Ala 

Val 

Ala 

Thr 

Thr 

Ala 

Val 



35 





40 





45 




He 

Ser 

Tyr Asp Tyr 

Leu 

Thr 

Ser 

Leu 

Lys 

Ser 

Val 

Pro 

Tyr 

Gly Ser 


50 





55 





60 





Glu 

Glu 

Tyr 

Leu 

Gin 

Leu Arg 

Ser 

Lys 

lie 

His 

Asp 

Leu 

Phe 

Gin 

Ser 

65 





70 





75 





80 

Phe 

Asp Asp 

Thr 

Pro 

Leu 

Gly Thr Ala 

Ser 

Leu 

Ala 

Gin 

Val 

His 

Lys 





85 





90 





95 


Ala 

Val 

Leu 

His 

Asp Gly Arg Thr Val 

Ala 

Val 

Lys 

Val 

Gin 

His 

Pro 




100 





105 





110 



Lys 

Val 

Arg 

Ala 

Gin 

Ser 

Ser 

Lys 

Asp 

lie 

Leu 

Leu 

Met 

Glu 

Val 

Leu 



115 





120 





125 




Val 

Leu 

Ala 

Val 

Lys 

Gin 

Leu 

Phe 

Pro 

Glu 

Phe 

Glu 

Phe 

Met 

Trp 

Leu 


130 





135 





14 0 





Val 

Asp Glu 

Ala 

Lys 

Lys 

Asn 

Leu 

Pro 

Leu 

Glu 

Leu 

Asp 

Phe 

Leu 

Asn 

145 





150 





155 





160 

Glu Gly Arg 

Asn 

Ala 

Glu 

Lys 

Val 

Ser 

Gin 

Met 

Leu 

Arg 

His 

Phe 

Asp 





165 





170 





175 


Phe 

Leu Lys 

Val 

Pro Arg 

Tie 

His 

Trp Asp 

Leu 

Ser 

Thr 

Glu 

Arg 

Val 




180 





185 





190 



Leu 

Leu 

Met 

Glu 

Phe 

Val 

Asp Gly Gly Gin 

Val 

Asn 

Asp Arg 

Asp 

Tyr 



195 





200 





205 




Met 

Glu Arg 

Asn 

Lys 

lie 

Asp Val 

Asn 

Glu 

lie 

Ser 

Arg 

His 

Leu Gly 


210 





215 





220 





Lys 

Met 

Tyr 

Ser 

Glu 

Met 

lie 

Phe 

Val 

Asn 

Gly 

Phe 

Val 

His 

Cys 

Asp 

225 





230 





235 





240 

Pro 

His 

Pro Gly Asn 

Val. Leu 

Val 

Arg 

Lys 

His 

Pro 

Gly Thr 

Gly Lys 





245 





250 





255 


Ala 

Glu 

lie 

Val 

Leu 

Leu Asp 

His 

Gly Leu 

Tyr 

Gin 

Met 

Leu 

Thr 

Glu 




260 





265 





270 



Glu 

Phe 

Arg 

Leu 

Asn 

Tyr 

Cys 

His 

Leu 

Trp 

Gin 

Ser 

Leu 

lie 

Trp 

Thr 



275 





280 





285 




Asp 

Met 

Lys 

Arg Val 

Lys 

Glu 

Tyr 

Ser 

Gin 

Arg 

Leu Gly 

Ala 

Gly Asp 


290 





295 





300 





Leu Tyr 

Pro 

Leu 

Phe 

Ala 

Cys 

Met 

Leu 

Thr 

Ala 

Arg 

Ser 

Trp 

Asp 

Ser 

305 





310 





315 





320 

Val 

Asn Arg Gly 

lie 

Ser 

Gin 

Ala 

Pro 

Val 

Thr 

Ala 

Thr 

Glu 

Asp 

Leu 





325 





330 





335 


Glu 

lie 

Arg Asn 

Asn 

Ala 

Ala 

Asn 

Tyr 

Leu 

Pro 

Gin 

lie 

Ser 

His 

Leu 




340 





345 





350 



Leu 

Asn 

His 

Val 

Pro 

Arg Gin 

Met 

Leu 

Leu 

lie 

Leu 

Lys 

Thr 

Asn Asp 



355 





360 





365 




Leu 

Leu Arg Gly 

lie 

Glu 

Ala 

Ala 

Leu Gly 

Thr 

Arg 

Ala 

Ser 

Ala 

Ser 


370 





375 





380 





Ser 

Phe 

Leu 

Asn 

Met 

Ser Arg 

Cys 

Cys 

lie 

Arg 

Ala 

Leu 

Ala 

Glu 

His 

385 





390 





395 





400 

Lys 

Lys 

Lys Asn 

Thr 

Cys 

Ser 

Phe 

Phe Arg 

Arg 

Thr 

Gin 

lie 

Ser 

Phe 





405 





410 





415 


Ser 

Glu 

Ala 

Phe 

Asn 

Leu 

Trp Gin 

lie 

Asn 

Leu 

His 

Glu 

Leu 

lie 

Leu 




420 





425 





430 



Arg val 

Lys 

Gly Leu Lys 

Leu 

Ala Asp Arg 

Val 

Leu 

Ala 

Leu 

lie 

Cys 



435 





440 





445 




Trp 

Leu 

Phe 

Pro 

Ala 

Pro 

Leu 
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450 

<210> 6159 

<211> 4310 

<212> DNA 

<213 > Homo sapiens 

<4 00 > 6159 

ctcgaggtgc gcgccggccc 
60 

tgtgtcttta agtgctcagt 
120 

ttcatcatca ccctgggctg 
180 

tgttccttct acaacatcct 
240 

agcgagcgga cggaggagtc 
300 

cagcagcaga acatgatgca 
360 

caaaaccaca ccgacttcaa 
420 

ctgtcgtttt ttgccgccca 
480 

atggcccagc acgctgaggt 
540 

atcccgggca aggtggagga 
600 

cccatgggct acatgctctt 
660 

tacctgaagc ccagcggaaa 
720 

acggatgaac agctctacat 
780 

ttccatggag tggacctgtc 
840 

cctgtggtgg acacatttga 
.900 

aacttcttag aagccaaaga 
960 

atgctgcatt cagggctggt 
1020 

tccataatga ccgtgtggct 
1080 

gtgcggtgcc tgttccagtc 
1140 

tgtctgctta ttgccaacaa 
1200 

cagaccggct ccaagtccag 
1260 

ggcacaacgc cctcaccccc 
1320 

aacacgggca gcacctacaa 
1380 


455 


ggactcggcg ggcatcgccc 
gtcccgagag acagagtgca 
caacagcgtc ctcatccagt 
gaaaacctgc cggggccaca 
ttctgccgtg cagtacttcc 
ggactacgtg cggacaggca 
ggacaagatc gttcttgatg 
agctggagca cggaaaatct 
cttggtgaag agtaacaacc 
ggtgtcactc cccgagcagg 
caacgagcgc atgctggaga 
catgtttcct accattggtg 
ggagcagttc accaaggcca 
ggccctccga ggtgccgcgg 
catccggatc ctgatggcca 
aggagatttg cacaggatag 
ccacggcctg gctttctggt 
gtccacagcc ccgacagagc 
accactgttc gccaaggcag 
aagacagagc tacgacatca 
taacctcctg gatctgaaaa 
acccggctcc cactacacat 
cctcagcagc gggatggccg 


tctacagcca tgaagatgtg 
gccgtgtggg caagcagtcc 
tcgccacacc caacgatttc 
ccctggagcg gtctgtgttc 
agttttatgg ctacctgtcc 
cctaccagcg cgccatcctg 
ttggctgtgg ctctgggatc 
acgcggtgga ggccagcacc 
tgacggaccg catcgtggtc 
tggacatcat catctcggag 
gctacctcca cgccaagaag 
acgtccacct tgcacccttc 
acttctggta ccagccatct 
tggatgagta tttccggcag 
agtctgtcaa gtacacggtg 
aaatcccatt caaattccac 
ttgacgttgc tttcatcggc 
ccctgaccca ctggtaccag 
gggacacgct ctcagggaca 
gtattgtggc ccaggtggac 
accccttctt tagatacacg 
ctccctcgga aaacatgtgg 
tggcagggat gccgaccgcc 
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tatgacttga gcagtgttat 
1440 

ttagccaaca cggggattgt 
1500 

gggattgtcc aagggtcctc 
1560 

tatgcagtca acagccagtt 
1620 

tccatcccga ccaacaccat 
1680 

accaggaaac caaatgatgt 
1740 

ctggagaagc tcgaacaccc 
1800 

tacacgatgt tgccgccgtc 
1860 

ctgccatatt ttacacaaaa 
1920 

accctgacct gggcttgtca 
1980 

gccaggtccc ttagcacctg 
2040 

cggggcctcc ccttcgacga 
2100 

taattttatt tttttatgaa 
2160 

ccggccgggc cgagccagca 
2220 

gccccgccga ggcttcaggg 
2280 

acaacccacc ccactgtcgg 
2340 

tgtccccgag cccctgcagg 
2400 

tgcaggcctt gggcccggag 
2460 

tcaaggatct gtcacggaag 
2520 

tcccctccat ccttgtagac 
2580 

cctgcccggg aagggacctt 
2640 

aaagaaaaaa taaatgagga 
2700 

ccctgtttct cataccccca 
2760 

aggcaggagc gggcgctgtc 
2820 

ggagccatag gagggaaagc 
2880 

aaagctccct gctcggctgc 
2940 

catagaaaat aaaagtgttt 
3000 


tgccagtggc tccagcgtgg 
caatcacacc cactcccgga 
cggcgcccag ggcagtggtg 
caccatgggc ggccccgcca 
gcactacggg agctaggggc 
ccctgcccgc cgcccccgcc 
ggtcacagct ctctttgcta 
cccaccctaa cccccacctc 
tcatgttgtg ggagccctcg 
tctgctggaa caggcgccat 
tccccctgcc tgtctccagt 
ccaggcctcg gtcacaacgg 
aagaaccagt gtcaatccgc 
gcccctctcc ctagactcag 
gccccctccc caccaaaggg 
gaaggcctcc gtcctcggcc 
tccccccccg cccccccact 
ggaaggccac tgccggccac 
gcgtcctttt tccttgtagc 
gctccagtcc ctactactgt 
gcagggacct ctccctccaa 
aacgtgttgc agcacaggca 
aactcagatg ctggagctca 
caggctgggc cgcccccttg 
aggtggcccg ggggggatat 
ccctcgcccg cctttatata 
gctttgtaag aaaagtctgg 


gccacaacaa cctgattcct 
tgggctccat aatgagcacg 
gtggcagcac gagtgcccac 
tctccatggc gtcgcccatg 
ccgccccgcg gactgacagc 
gggcggcttt cccccttgta 
tgggaactgg gacacttttt 
ccggccctga gcgtgtgtcg 
tcccccctcc tgcccgctct 
ggggcctgcc agccctgcct 
gggaaggtag cctggccagg 
acgtgacatg ctgctttttt 
agaccctctg tgaagccagg 
aggcgccgcg gggaggggtg 
ttcacctcac acttgaatgt 
cctgcctctt gctgctgtcc 
caagagttag agcaggtggc 
ttggggcaga cacagacacc 
taacgttagg cctgagtagc 
gacggcattt ccatccctcc 
aaaaagaaaa aaagaaaaag 
gttttcttct ccttctgctc 
ggcccgccgt gtgtgcaccc 
gctctccctc ctgttccagg 
gggggcc cca gccctgtccc 
aattctctga atcacctttg 
aaagtagcag aatcatctca 
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aggtgtcaaa 

3060 

ggagccttca 

gtcatcgtct 

ggggggcagg 

acaggcagag 

gggttggtcc 

acttaggtgt 

3120 

tgcctgaaag 

aaagaattgt 

ctgtgggacc 

cgggoottcc 

taggaggggg 

ccagggactg 

3180 

cggcaaggta 

ggggacagcg 

cgatgtttga 

gggcagagat 

gtgatttggg 

gtggaggagc 

3240 

cacgttctcc 

ggaggcagcg 

actggaagaa 

gtacaactta 

cagcccatgg 

ccaggagggc 

3300 

gtggagcagc 

acgaccacgg 

acagcagcac 

tgtggccacc 

agcctggtgt 

cctcacggac 

3360 

cacgggccag 

agggtgaata 

ccagcccggc 

ggctgacagg 

cccagggcca 

gcgccccaaa 

3420 

gagccactgc 

agccaaggca 

cagggatgag 

ccacaggacc 

accatgggga 

tgaagacaaa 

3480 

gagggagtag 

ccgtagatgc 

acacagtctc 

caggaaggtg 

tagggcccca 

tgcgctcctg 

3540 

gacacccttg 

cgccaccgca 

ggaagcccca 

cagggccagg 

ggcaccagcc 

acgcatagca 

3600 

gtagatgctg 

atgcctgcca 

cggtcacctt 

gtggaactgg 

gggctgtagt 

ggatggaggg 

3660 

gtccctcctc 

tgggccagca 

ccagcgtcag 

gttgccagtg 

acggccagga 

caaaggccaa 

3720 

cgtggcacag 

atccagaagg 

ggccatacag 

atccggccga 

ttccgcagat 

ggtgccgcac 

3780 

aaagttgtgg 

ccaggccggg 

gcagcagtga 

gcctttgatc 

cggtccagga 

cctgtgaggt 

3840 

gtccacgtca 

aagaagctct 

gatagtagct 

gaaggtccag 

aatcccggct 

gctgctgctg 

3900 

ctgctgctcc 

tgcaggagcg 

cggccttgtc 

actctcctcc 

tccacctcat 

cctcggctcc 

3960 

atagctgcca 

cctgagccca 

cggccacagc 

cacgtgccct 

tgtggggtca 

gctgatcgct 

4020 

tctgctggtg 

gtggctgcat 

ctggggtgtc 

agccagaaga 

ttagtggcct 

cctcgaattc 

4080 

atggaaggtc 

agctcgtcgg 

ccgatgccat 

ggtcgttcag 

gggcgtctcc 

gcatccctcg 

4140 

ctggcgacca 

actgcaccca 

cggaggcttg 

aactcgtcgt 

cccgtcccca 

caggtgcgct 

4200 

ccgccccccc 

tcacctgagg 

ccacctgggc 

cggcgtggct 

ggggctcatc 

cctgtgcctt 

4260 

ggctgcagtg gctctttggg 

gcgctggccc 

tgggcctgtc 

agccgccggg 

ctggtattca 

4310 

<2 10> 6160 
<211> 551 
<2 12> PRT 
<213> Homo 

ccctctggcc 

sapiens 

cgtggtccgt 

gaggacacca 

ggctggtggc 



<4 00> 6160 

Leu Glu Val Arg Ala Gly Pro Asp 
1 5 

His Glu Asp Val Cys Val Phe Lys 


Ser Ala Gly He Ala Leu Tyr Ser 
10 15 

Cys Ser Val Ser Arg Glu Thr Glu 
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20 25 30 
Cys Ser Arg Val Gly Lys Gin Ser Phe lie lie Thr Leu Gly Cys Asn 
35 40 45 

Ser Val Leu lie Gin Phe Ala Thr Pro Asn Asp Phe Cys Ser Phe Tyr 
50 55 60 


Asn lie Leu Lys Thr Cys Arg Gly 
65 70 

Ser Glu Arg Thr Glu Glu Ser Ser 
85 

Gly Tyr Leu Ser Gin Gin Gin Asn 
100 

Gly Thr Tyr Gin Arg Ala lie Leu 
115 120 

Lys lie Val Leu Asp Val Gly Cys 
130 135 

Ala Ala Gin Ala Gly Ala Arg Lys 
145 150 

Met Ala Gin His Ala Glu Val Leu 
165 

Arg lie Val Val lie Pro Gly Lys 
180 

Gin Val Asp lie lie lie Ser Glu 
195 200 

Glu Arg Met Leu Glu Ser Tyr Leu 
210 215 

Ser Gly Asn Met Phe Pro Thr lie 
225 230 

Thr Asp Glu Gin Leu Tyr Met Glu 
245 

Tyr Gin Pro Ser Phe His Gly Val 
260 

Ala Val Asp Glu Tyr Phe Arg Gin 
275 280 

Arg lie Leu Met Ala Lys Ser Val 
290 295 

Ala Lys Glu Gly Asp Leu His Arg 
305 310 

Met Leu His Ser Gly Leu Val His 
325 

Ala Phe lie Gly Ser lie Met Thr 
340 

Glu Pro Leu Thr His Trp Tyr Gin 
355 360 

Leu Phe Ala Lys Ala Gly Asp Thr 
370 375 

Ala Asn Lys Arg Gin Ser Tyr Asp 
385 390 

Gin Thr Gly Ser Lys Ser Ser Asn 
405 

Phe Arg Tyr Thr Gly Thr Thr Pro 
420 

Thr Ser Pro Ser Glu Asn Met Trp 
435 440 

Ser Ser Gly Met Ala Val Ala Gly 


His Thr Leu Glu Arg Ser Val Phe 
75 80 

Ala Val Gin Tyr Phe Gin Phe Tyr 
90 95 

Met Met Gin Asp Tyr Val Arg Thr 
105 110 

Gin Asn His Thr Asp Phe Lys Asp 
125 

Gly Ser Gly lie Leu Ser Phe Phe 
140 

lie Tyr Ala Val Glu Ala Ser Thr 
155 160 

Val Lys Ser Asn Asn Leu Thr Asp 
170 175 

Val Glu Glu Val Ser Leu Pro Glu 
185 190 

Pro Met Gly Tyr Met Leu Phe Asn 
205 

His Ala Lys Lys Tyr Leu Lys Pro 
220 

Gly Asp Val His Leu Ala Pro Phe 
235 240 

Gin Phe Thr Lys Ala Asn Phe Trp 
250 255 

Asp Leu Ser Ala Leu Arg Gly Ala 
265 270 

Pro Val Val Asp Thr Phe Asp lie 
285 

Lys Tyr Thr Val Asn Phe Leu Glu 
300 

He Glu lie Pro Phe Lys Phe His 
315 320 

Gly Leu Ala Phe Trp Phe Asp Val 
330 335 

Val Trp Leu Ser Thr Ala Pro Thr 
345 350 

Val Arg Cys Leu Phe Gin Ser Pro 
365 

Leu Ser Gly Thr Cys Leu Leu lie 
380 

lie Ser lie Val Ala Gin Val Asp 
395 400 

Leu Leu Asp Leu Lys Asn Pro Phe 
410 415 

Ser Pro Pro Pro Gly Ser His Tyr 
425 430 

Asn Thr Gly Ser Thr Tyr Asn Leu 
445 

Met Pro Thr Ala Tyr Asp Leu Ser 
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450 





455 





460 





Ser 

Val 

lie 

Ala 

Ser 

Gly 

Ser 

Ser 

Val 

Gly 

His 

Asn 

Asn 

Leu 

lie 

Pro 

465 





470 





475 





480 

Leu 

Ala 

Asn 

Thr 

Gly 

lie 

Val 

Asn 

His 

Thr 

His 

Ser 

Arg 

Met 

Gly 

Ser 





485 





490 





495 


He 

Met 

Ser 

Thr 

Gly 

lie 

Val 

Gin Gly 

Ser 

Ser 

Gly 

Ala 

Gin 

Gly Ser 




500 





505 





510 



Gly Gly 

Gly 

Ser 

Thr 

Ser 

Ala 

His Tyr 

Ala 

Val 

Asn 

Ser 

Gin 

Phe 

Thr 



515 





520 





525 




Met 

Gly 

Gly 

Pro 

Ala 

lie 

Ser 

Met 

Ala 

Ser 

Pro 

Met 

Ser 

lie 

Pro 

Thr 


530 





535 





540 





Asn 

Thr 

Met 

His 

Tyr 

Gly 

Ser 










545 





550 












<210> 6161 

<211> 1489 

<212 > DNA 

<213 > Homo sapiens 

<4 00 > 6161 

ggctgcatga tcttcagcag attcagtaca gagggaagtg agctgtggga gaggaaggag 
60 

gatgggggaa atggcaagaa aaggagcacc ctgcttagaa agggaacgga gccgggtgtg 
120 

gtggctcacg cctgcaatcc anacaccttg ggaggccgaa gcaaggagat cacctgagcc 
180 

caagagtttg agaccaccca catagcaaga ccccatctct attttttgga aaaaaaaaaa 
240 

aaaagcagca accagcagga tgggtggaaa aaagttgctg aaggctcttc aagatcctct 
300 

ctgcctgctc cttctctcac agagggacag gggagggtga tgagtcagtg gactgaatgt 
360 

ccccatgggg atgaaggatg gttggggtca gggtcctaga gggagggctg gaaggaggga 
420 

aggagatggc cagagaagga tgtaggacac agaggtgccg ccgtggatca ccaagaggtt 
480 

caggactggc cagaggaagg agaggagatc aaggcaagca tgaggcactt gggagatgca 
540 

tctgtgcctg cacacagctg aaatccccag gaaataagac gggagcaggg tgggtttctg 
600 

cagccgaggt gagaccaaag tgccagctca ctgccaccct cagtaaagac taacttgccc 
660 

ttccccacaa ctcccctccc agaagtagct tgctctcctc tgcctgccac acatcggggg 
720 

gctcagggaa agctccccct ccctggacag ctagtgttcc ctaggccaag gccagtccct 
780 

gcagagatga ggagctggga aatcccctcc tcccatcccg cacgtccacg cgtgccagat 
840 

cctgtgctgc gggcttttca cacacagcct cttagacgct tagcctgtga ggcgggtgct 
900 

gttgtccttc cttcccattt tgcaactgag caaacagcct gaaagagaca aaaaccaggt 
960 

agttagcatg accccaaagc cactccctgg tctacgctgt tctgcagcct gagcctgggg 
1020 
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tggccaggtg gggttgtgca gtgagggggg gaaggagaat agcccccaaa aatgctgccg 
1080 

gaatggtaaa gggcctggac tgcaaagcta gtgacttgag ctttattttg tggcactgga 
1140 

ggttttccca gtcattgtaa tgatacaatc agatttgcgt tgtcttcaag ttaccatggt 
1200 

aaccgtactt ccacccacca agagtggatt ggagaaggca aaactagggc agagaagcca 
1260 

gg<J a gtgttg agaaggtctg aacccagaca gtgggcagct gggccccaag acggatgggg 
1320 

gactccagaa gcgtggagct ggcagagaga aacctgcccg gggcatcaga gaaaagggcg 
1380 

actgtgcagg aacagagtag atgaggtggg gaacctttgg gtaagaagag ctgaatcagg 
1440 

agcattgagg cagcggtttt caaacctcag aagcaacagc agggccggc 
1489 

<210> 6162 
<211> 58 
<212> PRT 

<213> Homo sapiens 
<400> 6162 


Gly Cys 

Met 

He 

Phe 

Ser 

Arg 

Phe 

Ser 

Thr 

Glu Gly 

Ser 

Glu 

Leu 

Trp 

1 



5 





10 





15 


Glu Arg 

Lys 

Glu 

Asp 

Gly 

Gly 

Asn Gly 

Lys 

Lys 

Arg 

Ser 

Thr 

Leu 

Leu 



20 





25 





30 



Arg Lys 

Gly 

Thr 

Glu 

Pro 

Gly 

Val 

Val 

Ala 

His 

Ala 

Cys 

Asn 

Pro 

Xaa 


35 





40 





45 




Thr Leu Gly 

Gly 

Arg 

Ser 

Lys 

Glu 

He 

Thr 







50 





55 











<210> 6163 

<211> 713 

<212> DNA 

<213> Homo sapiens 

<400> 6163 

gtggaaatga gcctctcatt aaaacacgtg ctttctggga gccgtgatga acgtgagtgt 
60 

gagatgagtc cagctgcggt cagagccatg ggatgtgggt cactgtgacc cagtgggtca 
120 

caggtgctga gcaaggaagg gctgggaggc tcaagcaaaa tctacaagaa aaatctaaag 
180 

gggcccagcc tctgccagga aaagcaggcc tggctctgct gaaaccccaa tcacgctctg 
240 

atggataccg gtacctgggc aaggataccg tggatggact tgattcttct ctcctgaaat 
300 

gtacgagaag gtgcatgcgg ggatttcggc tgcctgaaaa gcaaccctct aaaacccgag 
360 

tgtcattttt agaatcaaaa aggaaggaag gcagtggctg gctgcactgg tcagtaacga 
420 

gatctggagc ttttcgcctt aaggtcactg tttaaaactc tgccctgggt cagttgtaac 
480 
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agaaagtcac aactccctca caggcatcag ggtgcaactt tgaatgccaa gaggggctgt 
540 

gtctgttggt taccacgcgg cgagctcccg ggacacctcc tgacacctcc tgacagtgtc 
600 

tctttctcta ggagtctcct ctcttcccac ccaccatggc ggcctggcct ggaggggagg 
660 

cattggggac tgagtccttc cccgacaggg agtctctctc ccccctggcg cgc 
713 

<210> 6164 
< 211 > 120 
<212> PRT 

<213> Homo sapiens 
<400> 6164 

Met Trp Val Thr Val Thr Gin Trp Val Thr Gly Ala Glu Gin Gly Arg 
15 10 15 

Ala Gly Arg Leu Lys Gin Asn Leu Gin Glu Lys Ser Lys Gly Ala Gin 
20 25 30 

Pro Leu Pro Gly Lys Ala Gly Leu Ala Leu Leu Lys Pro Gin Ser Arg 
35 40 45 

Ser Asp Gly Tyr Arg Tyr Leu Gly Lys Asp Thr Val Asp Gly Leu Asp 
50 55 60 

Ser Ser Leu Leu Lys Cys Thr Arg Arg Cys Met Arg Gly Phe Arg Leu 

65 70 75 80 

Pro Glu Lys Gin Pro Ser Lys Thr Arg Val Ser Phe Leu Glu Ser Lys 

85 90 95 

Arg Lys Glu Gly Ser Gly Trp Leu His Trp Ser Val Thr Arg Ser Gly 
100 105 110 

Ala Phe Arg Leu Lys Val Thr Val 
115 120 

<210> 6165 
<211> 1004 
<212 > DNA 

<213> Homo sapiens 
<400> 6165 

cccagccgga tcgggcggcg aaggccggcg cggcgagcag caaccatgtc ggtgttcggg 
60 

aagctgttcg gggctggagg gggtaaggcc ggcaagggcg gcccgacccc ccaggaggcc 
120 

atccagcggc tgcgggacac ggaagagatg ttaagcaaga aacaggagtt cctggagaag 
180 

aaaatcgagc aggagctgac ggccgccaag aagcacggca ccaaaaacaa gcgcgcggcc 
240 

ctccaggcac tgaagcgtaa gaagaggtat gagaagcagc tggcgcagat cgacggcaca 
300 

ttatcaacca tcgagttcca gcgggaggcc ctggagaatg ccaacaccaa caccgaggtg 
360 

ctcaagaaca tgggctatgc cgccaaggcc atgaaggcgg cccatgacaa catggacatc 
420 

gataaagttg atgagttaat gcaggacatt gctgaccagc aagaacttgc agaggagatt 
480 
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tcaacagcaa tttcgaaacc tgtagggttt ggagaagagt ttgacgagga tgagctcatg 
540 

gcggaattag aagaactaga acaggaggaa ctagacaaga atttgctgga aatcagtgga 
600 

cccgaaacag tccctctacc aaatgttccc tctatagccc taccatcaaa acccgccaag 
660 

aagaaagaag aggaggacga cgacatgaag gaattggaga actgggctgg atccatgtaa 
720 

tggggtccag cgctggctgg gcccagacag actgtggtgg cctgcgcagc gagcaggcgt 
780 

gtgcgtgtgt ggggcaggca ggatgtggtg caggcaggtt ccatcgcttt cgactctcac 
840 

tccaaagcag tagggccgcg ttgctgctca ctctctgcat agcatggtct gcacctggga 
900 

gttggccggg gggagggggg cgagcgggct ggcacgtgcc tgctgtttat aatgttgaat 
960 

ttctgtaaaa taaactgtat ttgcaaatcc aaaaaaaaaa aaaa 


1004 

<210> 6166 
<211> 239 
<212 > PRT 

<213 > Homo sapiens 
<4 00> 6166 

Pro Ser Arg lie Gly Arg Arg Arg 
1 5 

Ser Val Phe Gly Lys Leu Phe Gly 
20 

Gly Gly Pro Thr Pro Gin Glu Ala 
35 40 

Glu Met Leu Ser Lys Lys Gin Glu 
50 55 

Glu Leu Thr Ala Ala Lys Lys His 
65 70 

Leu Gin Ala Leu Lys Arg Lys Lys 
85 

lie Asp Gly Thr Leu Ser Thr lie 
100 

Asn Ala Asn Thr Asn Thr Glu Val 
115 120 

Lys Ala Met Lys Ala Ala His Asp 
130 135 

Glu Leu Met Gin Asp lie Ala Asp 
145 150 

Ser Thr Ala lie Ser Lys Pro Val 
165 

Asp Glu Leu Met Ala Glu Leu Glu 
180 

Lys Asn Leu Leu Glu lie Ser Gly 
195 200 

Val Pro Ser lie Ala Leu Pro Ser 
210 215 

Glu Asp Asp Asp Met Lys Glu Leu 


Pro Ala Arg Arg Ala Ala Thr Met 
10 15 

Ala Gly Gly Gly Lys Ala Gly Lys 
25 30 

lie Gin Arg Leu Arg Asp Thr Glu 
45 

Phe Leu Glu Lys Lys lie Glu Gin 
60 

Gly Thr Lys Asn Lys Arg Ala Ala 
75 80 

Arg Tyr Glu Lys Gin Leu Ala Gin 
90 95 

Glu Phe Gin Arg Glu Ala Leu Glu 
105 110 

Leu Lys Asn Met Gly Tyr Ala Ala 
125 

Asn Met Asp lie Asp Lys Val Asp 
140 

Gin Gin Glu Leu Ala Glu Glu lie 
155 160 

Gly Phe Gly Glu Glu Phe Asp Glu 
170 175 

Glu Leu Glu Gin Glu Glu Leu Asp 
185 190 

Pro Glu Thr Val Pro Leu Pro Asn 
205 

Lys Pro Ala Lys Lys Lys Glu Glu 
220 

Glu Asn Trp Ala Gly Ser Met 
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225 230 

<210> 6167 
< 211 > 1220 
<212> DNA 

<213 > Homo sapiens 
<400 > 6167 

ngccatacag cattttagtt ttgttctttc 
60 

tggaaactcc aacagttaag agattctcat 
120 

tcaaacttgt cttaatgaga tggaagtgtt 
180 

cctccacttc cccagtgcct tctctcctcc 
240 

catttgtcct cgcccctccc cgtccctcta 
300 

tttgcagcta cggcagtgag tatgtatgtg 
360 

ccctgcctac cctccgtctc gccagccgag 
420 

cctcggcgtc tccggtccgc ccctcacttg 
480 

gcgcgccgcc ccacgcggcc gggctgcggg 
540 

aagggctaag gtcgtgattc tagggcggct 
600 

gtctgccctt tttatctccc cgcaaggccc 
660 

cgcggaggtc cgggcgcgcc gagagagagt 
720 

cacctcccgc ctctgctgtc agaagcagca 
780 

gctgtgaccc tttcctcatg taaaacgagt 
840 

tcagaaacaa tcgcttcagc aatcaagacc 
900 

ctctgagcct ctatctgcat taccattcac 
960 

atttggacag tatccatcga tgcagatgaa 
1020 

atagaacagc tcaatcagtg tttgatccaa 
1080 

tttctttgct ttttatttca tggaatacat 
1140 

gaggcatacc tcatgacttc agttaatgga 
1200 

agccacaaag ggaaggatcc 
1220 


235 


cattaactga agtcacgagg tatgcctcct 

\ 

gtattccatg aaataaaaag caaagaaaaa 
ggatcaaaca ctgattgagc tgttctatgt 
cgggtctgcg cggacgcggc ctccttacct 
cgcgttttgg tccctgtttg gtgctttctg 
acggaccccg agtcacccgc ggcctgggac 
ctgtggaact agcgcgtgcc ccctcgccga 
cagctcctgg tccctcagct 
tctagggggt ccgcatctcc ctggctttcc 
gggcgtccag ggcctcggtg ggggtggcgt 
ccagtcttct agggaagcca gtcagtgaag 
ccagtctttg aggaccgagt agtcctgggc 
gctgccgccg tggaatccaa aatttcggga 
agtcttggac gatctgggca taggaaccaa 
attgttcatc atggaggaac ccatggatac 
tgggcagcag tcttttgagc caagtggcaa 
ccacatccag gcactgggga agtggaggac 
cacttccatc tcattaagac aagtttgatt 
gagaatctct taactgttgg agtttccaag 
aagaacaaaa ctaaaatgct gtatggccaa 


<210> 6168 
<211 > 90 
<212 > PRT 
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<213 > Homo sapiens 
<400> 6168 

Ala Lys Trp Gin lie Trp Thr Val Ser lie Asp Ala Asp Glu Pro' His 
15 10 15 

Pro Gly Thr Gly Glu Val Glu Asp lie Glu Gin Leu Asn Gin Cys Leu 
20 25 30 

lie Gin His Phe His Leu lie Lys Thr Ser Leu He Phe Leu Cys Phe 
35 40 45 

Leu Phe His Gly lie His Glu Asn Leu Leu Thr Val Gly Val Ser Lys 
50 55 60 

Glu Ala Tyr Leu Met Thr Ser Val Asn Gly Lys Asn Lys Thr Lys Met 
65 70 75 80 

Leu Tyr Gly Gin Ser His Lys Gly Lys Asp 
85 90 

<210> 6169 
<211> 720 
<2 12 > DNA 

<213 > Homo sapiens 
<400> 6169 

tgagggcttc gatcccttct ctgatttgct gtcagccatg aacggatgga tgtgatgcct 
60 

gctagccaaa aggcttccct ctgtgtgttg cagtcctgtg gcattatgca tgccccctcc 
120 

cagtgacccc aggcttttta tggctgtgaa acacgttaaa atttcagggt aagacgtgac 
180 

cttttgaggt gactataact gaagattgct ttacagaagc ccaaaaaggt tttttgagtc 
240 

atgatgcaag aatctgggac tgagacaaaa agtaacggtt cagccatcca gaatgggtcg 
300 

ggcggcagca accacttact agagtgcggc ggtcttcggg aggggcggtc caacggagag 
360 

acgccggccg tggacatcgg ggcagctgac ctcgcccacg cccagcagca gcagcaacag 
420 

tggcatctca taaaccatca gccctctagg agtcccagca gttggcttaa gagactaatt 
480 

tcaagccctt gggagttgga agtcctgcag gtcccttgtg gggagcagtt gctgagacga 
540 

agatgagtgg acctgtgtgt cagcctaacc cttccccatt ttgaataaaa ttattctttg 
600 

gagaaatggt tcccactgct ttcatgcaaa aataaaaatt aaacgaaaaa cagcttaagc 
660 

ctgtgaagaa ggaaatactg agctagccag caaaagagag aaagaagagg aggggagagg 
720 

<210> 6170 
< 211 > 101 
<212 > PRT 
<213 > Homo sapiens 

<4 00> 6170 

Met Met Gin Glu Ser Gly Thr Glu Thr Lys Ser Asn Gly Ser Ala lie 
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1 



5 





10 





15 

Gin 

Asn 

Gly 

Ser Gly 

Gly 

Ser 

Asn 

His 

Leu 

Leu 

Glu 

Cys 

Gly Gly Leu 




20 




25 





30 


Arg 

Glu 

Gly 

Arg Ser 

Asn 

Gly 

Glu 

Thr 

Pro 

Ala 

Val 

Asp 

He 

Gly Ala 



35 




40 





45 



Ala 

Asp 

Leu 

Ala His 

Ala 

Gin 

Gin 

Gin 

Gin 

Gin 

Gin 

Trp 

His 

Leu lie 


50 




55 





60 




Asn 

His 

Gin 

Pro Ser 

Arg 

Ser 

Pro 

Ser 

Ser 

Trp 

Leu 

Lys 

Arg 

Leu lie 

65 




70 





75 




80 

Ser 

Ser 

Pro 

Trp Glu 

Leu 

Glu 

Val 

Leu 

Gin 

Val 

Pro 

Cys 

Gly Glu Gin 


85 90 95 

Leu Leu Arg Arg Arg 
100 

<210> 6171 
<211> 1130 
<212> DNA 
<213> Homo sapiens 

<400> 6171 

nncccgctag gagttcctag taaagtggcg ggagccgcag ctatggagcc gcaggaggag 
60 

agagaaacgc aggttgctgc gtggttaaaa aaaatatttg gagatcatcc tattccacag 
120 

tatgaggtga acccacggac cacagagatt ttacatcacc tttcagaacg caacagggtc 
180 

cgggacaggg atgtctacct ggtaatagag gacttgaagc agaaagcaag tgaatacgag 
240 

tcagaagcca agtatcttca agaccttctc atggagagtg tgaatttttc ccccgccaat 
300 

ctctctagca ctggttccag gtatctgaat gctttggttg acagtgcggt ggcccttgaa 
360 

acaaaggata cctcgctagc tagttttatc cctgcagtga atgatttgac ctctgatctc 
420 

tttcgtacca aatccaaaag tgaagaaatc aagattgaac tggaaaaact tgaaaaaaat 
480 

ttaactgcaa ctttagtatt agaaaaatgt ctacaagagg atgtcaagaa agcagagttg 
540 

catctgtcta cagaaagggc caaagttgat aatcgtcgtc agaacatgga ctttctaaaa 
600 

gcaaagtcag aggaattcag atttggaatc aaggctgcag aggagcaact ttcagccaga 
660 

ggcatggatg cttctctgtc tcatcagtcc ttagtagcac tatcagagaa actggcaaga 
720 

ttaaagcaac agactatacc tttgaagaaa aaattggagt cctatttaga cttaatgccg 
780 

aatccgtctc ttgctcaagt gaaaattgaa gaagcaaagc gagaactaga tagcattgaa 
840 

gctgaactta caagaagagt agacatgatg gaactgtgac aaaagccaaa taaacatcct 
900 

tttccctaac aaagtaaatt gaataggact ttacagagtt ctttttcctc ttggcatttc 
960 

ctaataacaa aactttctgt gttcttagat tacagaatat cataattgat agaatatggt 
1020 
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ttcttactgt gtgttgcatt tttgtgccca aatacatagt tttcatatta aaaagccttt 
1080 

tctcttaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1130 

<210> 6172 
<211> 292 
<212> PRT 

<213 > Homo sapiens 


<400> 6172 


Xaa 

Pro 

Leu 

Gly 

val 

Pro 

Ser 

Lys 

Val 

Ala 

Gly 

Ala 

Ala 

Ala 

Met 

Glu 

1 




5 





10 





15 


Pro 

Gin 

Glu 

Glu 

Arg 

Glu 

Thr 

Gin 

Val 

Ala 

Ala 

Trp 

Leu 

Lys 

Lys 

lie 




20 





25 





30 



Phe 

Gly 

Asp 

His 

Pro 

lie 

Pro 

Gin 

Tyr 

Glu 

Val 

Asn 

Pro 

Arg 

Thr 

Thr 



35 





40 





4 5 




Glu 

He 

Leu 

His 

His 

Leu 

Ser 

Glu 

Arg 

Asn 

Arg 

val 

Arg 

Asp 

Arg 

Asp 


50 





55 





60 





val 

Tyr 

Leu 

Val 

lie 

Glu 

Asp 

Leu 

Lys 

Gin 

Lys 

Ala 

Ser 

Glu 

Tyr 

Glu 

65 





70 





75 





80 

Ser 

Glu 

Ala 

Lys 

Tyr 

Leu 

Gin 

Asp 

Leu 

Leu 

Met 

Glu 

Ser 

Val 

Asn 

Phe 





85 





90 





95 


Ser 

Pro 

Ala 

Asn 

Leu 

Ser 

Ser 

Thr 

Gly 

Ser 

Arg 

Tyr 

Leu 

Asn 

Ala 

Leu 




100 





105 





110 



Val 

Asp 

Ser 

Ala 

Val 

Ala 

Leu 

Glu 

Thr 

Lys 

Asp 

Thr 

Ser 

Leu 

Ala 

Ser 



115 





120 





125 




Phe 

lie 

Pro 

Ala 

Val 

Asn 

Asp 

Leu 

Thr 

Ser 

Asp 

Leu 

Phe 

Arg 

Thr 

Lys 


130 





135 





140 





Ser 

Lys 

Ser 

Glu 

Glu 

lie 

Lys 

lie 

Glu 

Leu 

Glu 

Lys 

Leu 

Glu 

Lys 

Asn 

145 





150 





155 





160 

Leu 

Thr 

Ala 

Thr 

Leu 

Val 

Leu 

Glu 

Lys 

Cys 

Leu 

Gin 

Glu 

Asp 

Val 

Lys 





165 





170 





175 


Lys 

Ala 

Glu 

Leu 

His 

Leu 

Ser 

Thr 

Glu 

Arg 

Ala 

Lys 

Val 

Asp 

Asn 

Arg 




180 





185 





190 



Arg 

Gin 

Asn 

Met 

Asp 

Phe 

Leu 

Lys 

Ala 

Lys 

Ser 

Glu 

Glu 

Phe 

Arg 

Phe 



195 





200 





205 




Gly 

lie 

Lys 

Ala 

Ala 

Glu 

Glu 

Gin 

Leu 

Ser 

Ala 

Arg 

Gly 

Met 

Asp 

Ala 


210 





215 





220 





Ser 

Leu 

Ser 

His 

Gin 

Ser 

Leu 

Val 

Ala 

Leu 

Ser 

Glu 

Lys 

Leu 

Ala 

Arg 

225 





230 





235 





240 

Leu 

Lys 

Gin 

Gin 

Thr 

lie 

Pro 

Leu 

Lys 

Lys 

Lys 

Leu 

Glu 

Ser 

Tyr 

Leu 





245 





250 





255 


Asp 

Leu 

Met 

Pro 

Asn 

Pro 

Ser 

Leu 

Ala 

Gin 

Val 

Lys 

He 

Glu 

Glu 

Ala 




260 





265 





270 



Lys 

Arg 

Glu 

Leu 

Asp 

Ser 

lie 

Glu 

Ala 

Glu 

Leu 

Thr 

Arg 

Arg 

Val 

Asp 



275 





280 





285 




Met 

Met 

Glu 

Leu 














290 
















<210> 6173 

<211> 1483 

<212 > DNA 

<213> Homo sapiens 
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< 400 > 6173 

agagagagag actagttctc 
60 

agcgtgcgtg cggctaagag 
120 

caaggcctgt tgatgcagcc 
180 

aaggttttta tcaccaagca 
240 

catgaacagg tggacactag 
300 

actgctcctc ctgcagcttt 
360 

gacgctgctc accctagcga 
420 

ctacgggtgc gaagtgagct 
480 

gctagtcctt ccctggtctc 
540 

ttacagtgcc aagtgaggga 
600 

gactaccagg agagtggggc 
660 

gaaaattcct tcttggaaca 
720 

gatggaaagc cctttgtcat 
780 

gtccaagtgg gacagaagca 
840 

ctgcaaggaa tcgatagcca 
900 

accctctcag cacctgagaa 
960 

ctgtcaaagg tcaagaggaa 
1020 

gctgctgagg atggacttgg 
1080 

gcagcaatat ttctaaaata 
1140 

aagttgatgt tgacaggccc 
1200 

ctgagaatcc cgtgctctcc 
1260 

tggactttag gtatataggg 
1320 

ctacctttcc ctagcgtctc 
1380 

ctcttttgca tggaataaaa 
1440 

gaaaaaaaaa aaaaaaaaaa 
1483 

< 210 > 6174 


tcttactcta ggcctttcgg 
agtgggcgct ctcgcggcgc 
atgggcgtgg ctacagcttg 
gggctatgcc ttgttggttt 
tgtggtcagc cagcgagcca 
cctctgtcat ttggataatc 
agctaccttc tcctgtgatt 
ctctggcctc cccttctatt 
ccaacatttg attcgtcctc 
gctagcaacg ttacttcata 
tacgctgatt cgagatcgat 
atttatgata gagaaactgc 
gaatctgcag gatctgtata 
tcaaggcgct ggagatcctc 
atgtgtaaac cagccagaac 
agagtccacg ggtacttcag 
gaatccaagg ggtctcttca 
agaatagctt ccaagcttca 
gtgatacagt cagaggcctc 
acagggaatt ggccttccct 
tctcttttgg tggaggttct 
caagtcagca agaaagcacc 
tagccagcca gccccagata 
agcactcaca gtccctgctt 
aaaaaaaaat cctcatgccg 


tttgcgcgac ggggcaggaa 
tgacgatgga agaactggag 
cagagaactc cctcttggcc 
cagatcttca acaggtgtgg 
aggagctgaa caagcggctc 
tccttcgccc attgttgaag 
gtgtggcaga tgcactgatt 
ggaatttcca ctgcatgcta 
tgatgggcat gagtctggca 
tgaaagacct agagatccaa 
tgaagacaga accatttgaa 
cagaggcatg cagcattggt 
tggcagtcac cacacaagag 
atacctcaaa cagtgcttcc 
aactggtctc ctcagcccca 
gccctctgca gagacctcag 
gttaatctgt tgtggcctca 
ccttgaaaga agcttacatg 
ctgtaagggc gagagaactg 
gttcaagtgg aagccagtct 
gtaggttcag gtttctacca 
acacactcag gaagccttgt 
ctcctcagag acccacttct 
ttgggattaa aaaacaaaaa 
aat 
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<2 11> 299 
<212> PRT 

<213 > Homo sapiens 


<400> 6174 


Met 

Glu 

Glu 

Leu 

Glu 

Gin Gly 

Leu 

Leu 

Met 

Gin 

Pro 

Trp 

Ala 

Trp 

Leu 

1 




5 





10 





15 


Gin 

Leu 

Ala 

Glu 

Asn 

Ser 

Leu 

Leu 

Ala 

Lys 

Val 

Phe 

lie 

Thr Lys 

Gin 




20 





25 





30 



Gly Tyr 

Ala 

Leu 

Leu 

Val 

Ser 

Asp 

Leu 

Gin 

Gin 

Val 

Trp 

His 

Glu 

Gin 



35 





40 





45 




Val 

Asp 

Thr 

Ser 

Val 

Val 

Ser 

Gin 

Arg 

Ala 

Lys 

Glu 

Leu 

Asn 

Lys 

Arg 


50 





55 





60 





Leu 

Thr 

Ala 

Pro 

Pro 

Ala 

Ala 

Phe 

Leu 

Cys 

His 

Leu 

Asp 

Asn 

Leu 

Leu 

65 





70 





75 





80 

Arg 

Pro 

Leu 

Leu 

Lys 

Asp 

Ala 

Ala 

His 

Pro 

Ser 

Glu 

Ala 

Thr 

Phe 

Ser 





85 





90 





95 


Cys 

Asp 

Cys 

Val 

Ala 

Asp 

Ala 

Leu 

lie 

Leu 

Arg 

Val 

Arg 

Ser 

Glu 

Leu 




100 





105 





110 



Ser Gly 

Leu 

Pro 

Phe 

Tyr 

Trp 

Asn 

Phe 

His 

Cys 

Met 

Leu 

Ala 

Ser 

Pro 



115 





120 





125 




Ser 

Leu 

Val 

Ser 

Gin 

His 

Leu 

lie 

Arg 

Pro 

Leu 

Met 

Gly 

Met 

Ser 

Leu 


130 





135 





140 





Ala 

Leu 

Gin 

Cys 

Gin 

Val 

Arg 

Glu 

Leu 

Ala 

Thr 

Leu 

Leu 

His 

Met 

Lys 

145 





150 





155 





160 

Asp 

Leu 

Glu 

lie 

Gin 

Asp 

Tyr 

Gin 

Glu 

Ser 

Gly 

Ala 

Thr 

Leu 

lie 

Arg 





165 





170 





175 


Asp 

Arg 

Leu 

Lys 

Thr 

Glu 

Pro 

Phe 

Glu 

Glu 

Asn 

Ser 

Phe 

Leu 

Glu 

Gin 




180 





185 





190 



Phe 

Met 

He 

Glu 

Lys 

Leu 

Pro 

Glu 

Ala 

Cys 

Ser 

lie 

Gly 

Asp 

Gly 

Lys 



195 





200 





205 




Pro 

Phe 

Val 

Met 

Asn 

Leu 

Gin 

Asp 

Leu 

Tyr 

Met 

Ala 

Val 

Thr 

Thr 

Gin 


210 





215 





220 





Glu 

Val 

Gin 

Val 

Gly 

Gin 

Lys 

His 

Gin 

Gly 

Ala 

Gly 

Asp 

Pro 

His 

Thr 

225 





230 





235 





240 

Ser 

Asn 

Ser 

Ala 

Ser 

Leu 

Gin 

Gly 

lie 

Asp 

Ser 

Gin 

Cys 

Val 

Asn 

Gin 





245 





250 





255 


Pro 

Glu 

Gin 

Leu 

Val 

Ser 

Ser 

Ala 

Pro 

Thr 

Leu 

Ser 

Ala 

Pro 

Glu 

Lys 




260 





265 





270 



Glu 

Ser 

Thr 

Gly 

Thr 

Ser 

Gly 

Pro 

Leu 

Gin 

Arg 

Pro 

Gin 

Leu 

Ser 

Lys 



275 





280 





285 




Val 

Lys 

Arg 

Lys 

Asn 

Pro 

Arg 

Gly 

Leu 

Phe 

Ser 







290 295 


<210> 6175 

<211> 349 

<212> DNA 

<213> Homo sapiens 

<4 00> 6175 

acgcgtttgc cgggagatgc ggccgcttcg tcctctgcag ttaagaagct gggcgcgtcg 
60 

aggactggga tttcaaatat gcgtgcatta gagaatgact ttttcaattc tcccccaaga 
120 
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aaaactgttc agtttggtgg aactgtgaca gaagtcttgc tgaagtacaa aaagggtgaa 
180 

acaaatgact ttgagttgtt gaagaaccag ctgttagatc cagacataaa gagattgcct 
240 

tggttgaata gaagtcaaac agtagtggaa gagtatttgg cttttcttgg taatcttgta 
300 

tcagcacaga ctgttttcct cagaccgtgt ctcagcatga ttgcttccc 
349 

<210> 6176 
<211> 90 
<212> PRT 

<213> Homo sapiens 
<4 00> 6176 


Met Arg Ala 

Leu 

Glu 

Asn Asp 

Phe 

Phe 

Asn 

Ser 

Pro 

Pro 

Arg Lys 

Thr 

1 



5 




10 




15 


Val Gin 

Phe 

Gly 

Gly Thr Val 

Thr 

Glu 

Val 

Leu 

Leu 

Lys 

Tyr Lys 

Lys 



20 




25 





30 


Gly Glu 

Thr 

Asn 

Asp 

Phe Glu 

Leu 

Leu 

Lys 

Asn 

Gin 

Leu 

Leu Asp 

Pro 


35 




40 





45 



Asp lie 

Lys 

Arg 

Leu 

Pro Trp 

Leu 

Asn 

Arg 

Ser 

Gin 

Thr 

Val Val 

Glu 

50 




55 





60 




Glu Tyr 

Leu 

Ala 

Phe 

Leu Gly 

Asn 

Leu 

Val 

Ser 

Ala 

Gin 

Thr Val 

Phe 

65 




70 




75 




80 

Leu Arg 

Pro 

Cys 

Leu 

Ser Met 

He 

Ala 

Ser 









85 




90 







<210> 6177 
<211> 1536 
<212> DNA 

<213> Homo sapiens 
<4 00> 6177 

cggcccaacc atggcgtcct ccgcggccgg ctgcgtggtg atcgttggca gaattaaaac 
60 

tctgtaccca ttgaacaaca gctgctcatt tcccccagcc ccagcccctg gcatccaccc 
12 0 

ttctagcttt ctgtctctat gggtacctca gtggagtcat tgggcgaatg ggccatgctg 
180 

tttgccagtg gaggcttcca ggtgaaactc tatgacattg agcaacagca gataaggaac 
240 

gccctggaaa acatcagaaa ggagatgaag ttgctggagc aggcaggttc tctgaaaggc 
300 

tccctgagtg tggaagagca gctgtcactc atcagtggtt gtcccaatat ccaagaagca 
360 

gtagagggtg ccatgcacat tcaggaatgt gttccagaag atctagaact gaagaagaag 
420 

atttttgctc agttagattc catcattgat gatcgagtga tcttaagcag ttccacttct 
480 

tgtctcatgc cttccaagtt gtttgctggc ttggtccatg tgaagcaatg catcgtggct 
540 

catcctgtga atccgccata ctacatcccg ctggttgagc tggtccccca cccggagacg 
600 
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gcccctacga 

660 

cagtggacag 

aacccacgcc 

ctgatgaaga 

agattgganc 

agtgccccat 

gcgagtccag 

720 

aaggaggtgg 

ccggcttcgt 

tctgaaccgc 

ctgcaatatg 

caatcatcag 

cgaggcctgg 

780 

cggctagtgg 

aggaaggaat 

ncgtgtctcc 

tagtgacctg gnaccttgtc 

atgtcagaag 

840 

ggttgggcat 

gcggtatgca 

ttcattggac 

ccctggaaac 

catgcatctc 

aatgcagaag 

900 

gtatgttaag 

ctactgcgac 

agatacagcg 

aaggcataaa 

acatgtccta 

cagacttttg 

960 

gacccattcc 

agagtttt cc 

agggccactg 

ctgagaaggt 

taaccaggac 

atgtgcatga 

1020 

aggtccctga 

tgacccggag 

cacttagctg 

ccaggaggca 

gtggagggac 

gagtgcctca 

1080 

tgagactcgc 

caagttgaag 

agtcaagtgc 

agccccagtg 

aatttcttgt 

aatgcagctt 

1140 

ccactcctct 

cattggaggc 

cctatttggg 

aacactgcaa 

gcccttaatc 

agccctctgt 

1200 

gacataggta 

gcagcccacg 

gagatcctaa 

gctggctgtc 

ttgtgtgcag 

cctgagtggg 

1260 

gtggtgcagg 

ccggtagtct 

gcccgtcact 

ttggatcata 

gccctgggcc 

tggcggcaca 

1320 

gcagcacttg 

cgttctcggg 

gctgtcgatt 

tcctgccacc 

tgggcagata 

acctggagat 

1380 

ttccaccttt 

tcttttcagc 

ttgattgcat 

ttgactatat 

tttacagcca 

gtgattgtag 

1440 

tttcatgtta 

atatgtggca 

aaatattttt 

gtaattattt 

tctaatccct 

ttctgagtac 

1500 

ttctgaataa 

tctggggccc 

aagtttttga 

tgcatttatg 

ttccttaaaa 

aggcacctac 

aaaaaa 

cttcattttg 

ctaacgctta 


1536 

<210> 6178 
<211> 310 
<212 > PRT 

‘ <213> Homo sapiens 


<400> 6178 


Met Gly 

Thr 

Ser 

Val 

Glu 

Ser 

Leu 

Gly 

Glu 

Trp 

Ala 

Met 

Leu 

Phe 

Ala 

1 



5 





10 





15 


Ser Gly 

Gly 

Phe 

Gin 

Val 

Lys 

Leu 

Tyr 

Asp 

lie 

Glu 

Gin 

Gin 

Gin 

lie 



20 





25 





30 



Arg Asn 

Ala 

Leu 

Glu 

Asn 

lie 

Arg 

Lys 

Glu 

Met 

Lys 

Leu 

Leu 

Glu 

Gin 


35 





40 





45 




Ala Gly 

Ser 

Leu 

Lys 

Gly 

Ser 

Leu 

Ser 

Val 

Glu 

Glu 

Gin 

Leu 

Ser 

Leu 

50 





55 





60 





lie Ser 

Gly 

Cys 

Pro 

Asn 

lie 

Gin 

Glu 

Ala 

Val 

Glu 

Gly 

Ala 

Met 

His 

65 




70 





75 





80 

He Gin 

Glu 

Cys 

Val 

Pro 

Glu 

Asp 

Leu 

Glu 

Leu 

Lys 

Lys 

Lys 

lie 

Phe 




85 





90 





95 


Ala Gin 

Leu 

Asp 

Ser 

lie 

lie 

Asp 

Asp 

Arg 

Val 

He 

Leu 

Ser 

Ser 

Ser 



100 





105 





110 



Thr Ser 

Cys 

Leu 

Met 

Pro 

Ser 

Lys 

Leu 

Phe 

Ala 

Gly 

Leu 

Val 

His 

Val 
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115 

Lys Gin Cys lie Val 
130 

Leu Val Glu Leu Val 
145 

Arg Thr His Ala Leu 
!65 

Pro Glu Gly Gly Gly 
180 

His Gin Arg Gly Leu 
195 

Val Thr Trp Xaa Leu 
210 

Phe lie Gly Pro Leu 
225 

Ser Tyr Cys Asp Arg 
245 

Phe Gly Pro lie Pro 
260 

Gin Asp Met Cys Met 
275 

Arg Arg Gin Trp Arg 
290 

Ser Gin Val Gin Pro 
305 

<210> 6179 
<211> 2940 
<212> DNA 
<213> Homo sapiens 

<400> 6179 
nnctgcaggt ggcgcgggag 
60 

gagtcgccat gcctacaaca 
120 

aagccataca ggctgtgaag 
180 

agcttatgga tgctctaaaa 
240 

tatcaccaaa gagttactat 
300 

aggntctacc tgacagatga 
360 

gtacagtatg ctggaaacat 
420 

tatgtcaagt catttcctca 
480 

cgtggtgtgc aacatccctt 
540 

agaaatatct tacctgatga 
600 

gattccatgg attttgtact 
660 


Ala 

His 

120 

Pro 

Val 

Asn 

Pro 

Pro 

135 

His 

Pro 

Glu 

Thr 

Ala 

150 

Met 

Lys 

Lys 

He 

Gly 

155 

Xaa 

Arg 

Leu 

Arg 

Ser 

170 

Glu 

Pro 

Ala 

Ala 

Ser 

185 

Gly 

Gly 

Arg 

Val 

Met 

200 

Ser 

Glu 

Gly 

Leu 

Glu 

215 

Thr 

Met 

His 

Leu 

Asn 

230 

Tyr 

Ser 

Glu 

Gly 

lie 

235 

Lys 

Glu 

Phe 

Ser 

Arg 

250 

Ala 

Thr 

Lys 

Val 

Pro 

265 

Asp 

Asp 

Pro 

Asp 

Glu 

280 

Cys 

Leu 

Met 

Arg 

Gin 

310 

295 






gctacgcgcg gggcgggtgc 
cagcagtccc ctcaggatga 
gtccagtcat tccaaatgaa 
catgcttcta atatgcttgg 
gaactttata tggccatttc 
gtttgctaaa ggaaggaaag 
tatcccaagg ctttaccttt 
gtccaggaag gatattttga 
9 a 99ggtctg tttcttcgaa 
a 99 a 9 a gcca acagatgaag 
gctcaacttt gcagaaatga 



125 




Pro 

140 

Tyr 

Tyr 

lie 

Pro 

Pro 

Thr 

Thr 

Val 

Asp 

160 

Val 

Pro 

His 

Ala 

175 

Ser 

Pro 

Ala 

lie 

190 

Cys 

Asn 

Asn 

Xaa 

205 

Cys 

Leu 

Leu 

Gly 

220 

Met 

Arg Tyr 

Ala 

Ala 

Glu 

Gly Met 

Leu 

240 

His 

Val 

Leu 

Gin 

255 

Thr 

Ala 

Glu 

Lys 

270 

Val 

Asn 

Glu 

His 

285 

Leu 

Ala 

Ala 

Leu 

300 

Ala 

Lys 

Leu 

Lys 


tgcttgctgc aggctctggg 
gcaggaaaag ctcttggatg 
gagatgcctg gacaaaaaca 
tgaactccgg acttctatgt 
tgatgaactg cactacttgg 
tggcagatct ctacgaactt 
tgatcacagt tggagttgta 
aagatttggt agaaatgtgc 
attaccttct tcagtgtacc 
aaacaactgg tgacatcagt 
acaagctctg ggtgcgaatg 
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cagcatcagg 

720 

gacatagccg 

agatagagaa 

aaaagagaac 

gagaaagaca 

agaactgaga 

attttagtgg 

780 

gaacaaattt 

ggtgcgcctc 

agtnncagtt 

ggaggtgtaa 

atgtggaacg 

ttacaacaga 

840 

ttgttttgac 

tggcatattg 

gagcaagttg 

taaactgtag 

ggatgctttg 

gctcaagaat 

900 

atctcatgga 

gtgtattatt 

caggttttcc 

ctgatgaatt 

tcacctccag 

actttgaatc 

960 

cttttcttcg 

ggcctgtgct 

gagttacacc 

agaatgtaaa 

tgtgaagaac 

ataatcattg 

1020 

ctttaattga 

tagattagct 

ttatttgctc 

accgtgaaga 

tggacctgga 

atcccagcgg 

1080 

atattaaact 

ttttgatata 

ttttcacagc 

aggtggctac 

agtgatacag 

tctagacaag 

1140 

acatgccttc 

agaggatgtt 

gtatctttac 

aagtctctct 

gattaatctt 

gccatgaaat 

1200 

gttaccctga 

tcgtgtggac 

tatgttgata 

aagttctaga 

aacaacagtg 

gagatattca 

1260 

ataagctcaa 

ccttgaacat 

attgctacca 

gtagtgcagt 

ttcaaaggaa 

ctcaccagac 

1320 

ttttgaaaat 

accagttgac 

acttacaaca 

atattttaac 

agtcttgaaa 

ttaaaacatt 

1380 

ttcacccact 

ctttgagtac 

tttgactacg 

agtccagaaa 

gagcatgagt 

tgttatgtgc 

1440 

ttagtaatgt 

tctggattat 

aacacagaaa 

ttgtctctca 

agaccaggtg 

gattccataa 

1500 

tgaatttggt 

atccacgttg 

attcaagatc 

agccagatca 

acctgtagaa 

gaccctgatc 

1560 

cagaagattt 

tgctgatgag 

cagagccttg 

tgggccgctt 

cattcatctg 

ctgcgctctg 

1620 

aggaccctga 

ccagcagtac 

ttgattttga 

acacagcacg 

aaaacatttt 

ggagctggtg 

1680 

gaaatcagcg 

gattcgcttc 

acactgccac 

ctttggtatt 

tgcagcttac 

cagctggctt 

1740 

ttcgatataa 

agagaattct 

aagtggatga 

caaatgggaa 

aagaaatgcc 

agaagatttt 

1800 

ttcatttgcc 

cnaccagact 

atcagtgctt 

tgatcaaagc 

agagctggca 

gaattgccct 

1860 

taagactttt 

tcttcaagga 

gcactagctg 

ctggggaaat 

tggttttgaa 

aatcatgaga 

1920 

cagtcgcata 

tgaattcatg 

tcccaggcat 

tttctctgta 

tgaagatgaa 

atcagcgatt 

1980 

ccaaagcaca 

gctagctgcc 

atcaccttga 

tcattggcac 

ttttgaaagg 

atgaagtgct 

2040 

tcagtgaaga 

gaatcatgaa 

cctctgagga 

ctcagtgtgc 

ccttgctgca 

tccaaacttc 

2100 

taaagaaacc 

tgatcagggc 

cgagctgagc 

acctgtgcac 

atctctttgg 

tctggcagaa 

2160 

acacggacaa 

aaatggggag 

gagcttcacg 

gaggcaagag 

ggtaatggag 

tgcctaaaaa 

2220 

aagctctaaa 

aatagcaaat 

cagtgcatgg 

acccctctct 

acaagtgcag 

ctttttatag 

2280 

aaattctgaa 

cagatatatc 

tatttttatg 

aaaaggaaaa 

tgatgcggta 
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acaattcagg ttttaaacca 
2340 

tccagtgaag aaacagagca 
2400 

ttgcggcggg aatcaccaga 
2460 

ggaaatagct caccatactc 
2520 

ttcccttcca tagattgtgc 
2580 

tgatgtgttt tacccagcac 
2640 

cttggtaagt gttcaagtct 
2700 

agagcttttt ttaggcactc 
2760 

tccgtgtttc tgccagacca 
2820 

ggtttcttta gaagtttgga 
2880 

tcttcactga agcacttcat 
2940 

<210> 6180 
<211> 751 
<212> PRT 

<213> Homo sapiens 
<400> 6180 


Met 

1 

Leu 

Leu 

lie 

Cys 

5 

Leu 

Arg 

Val 

Thr 

Met 

20 

Asn 

Phe 

Trp 

Arg 

Xaa 

35 

Tyr 

Leu 

Thr 

Asp 

Leu 

50 

Tyr 

Glu 

Leu 

Val 

Tyr 

65 

Leu 

Leu 

lie 

Thr 

Val 

70 

Ser 

Arg 

Lys 

Asp 

lie 

85 

Leu 

Gin 

His 

Pro 

Leu 

100 

Arg 

Gly 

Thr 

Arg 

Asn 

115 

lie 

Leu 

Pro 

Thr 

Gly 

130 

Asp 

He 

Ser 

Asp 

Glu 

145 

Met 

Asn 

Lys 

Leu 

Trp 

150 

Asp 

Arg 

Glu 

Lys 

Arg 

165 

Glu 

Gly 

Thr 

Asn 

Leu 

180 

Val 

Arg 

Thr 

Leu 

Gin 

Gin 

lie 

Val 


gcttatccaa aagattcgag 
gattaacaaa cattttcata 
atccgagggg ccaatttatg 
ctttccatgt acatccagtg 
ctttcagaaa tgctgaggta 
ctccggacac tcaccttcag 
ttctgatcac cccaagtagc 
cattaccctc ttgcctccgt 
gaagagatgt gcacaggtgc 
tgcagcaagg gcacactgag 
cctttcaaaa gtgccaatga 


Val 

Asn 

Ser 

Gly 

Leu 

lie 

Trp 

Pro 

10 

Phe 

Leu 

Asp 

Glu 

25 

Phe 

Ala 

Lys 

Gin 

40 

Tyr 

Ala 

Gly 

Asn 

55 

Gly 

Val 

Val 

Tyr 

Val 

Lys 

Asp 

Leu 

Val 

75 

Glu 

Leu 

Phe 

Leu 

90 

Arg 

Asn 

Asp 

Glu 

105 

Gly 

Glu 

Pro 

Ser 

120 

Met 

Asp 

Phe 

Val 

135 

Val 

Arg 

Met 

Gin 

His 

Arg 

Glu 

Arg 

Gin 

155 

Glu 

Leu 

Ser 

Xaa 

170 

Ser 

Trp 

Leu 

Thr 

185 

Gly 

lie 

Leu 


aagacctccc gaatcttgaa 
acacactgga gcatttgcgc 
aaggtctcat cctttaaaaa 
agggttttat tacgctaggt 
ggtttcccat ttcttacctg 
gaccttaata aaattattca 
atgactgatc tgcaattttt 
gaagctcctc cccatttttg 
tcacagctcg gccctgatca 
tcctcagagg ttcatgattc 
tcaaggtgat ggcagctagc 


Leu Cys Tyr His Gin 
15 

Met Asn Cys Thr Thr 
30 

Gly Arg Lys Val Ala 
45 

lie lie Pro Arg Leu 
60 

Lys Ser Phe Pro Gin 
80 

Met Cys Arg Gly Val 
95 

Tyr Leu Leu Gin Cys 
110 

Thr Asp Glu Glu Thr 
125 

Leu Leu Asn Phe Ala 
140 

Gin Gly His Ser Arg 
160 

Leu Arg lie Leu Val 
175 

Arg Cys Lys Cys Gly 
190 

Glu Gin Val Val Asn 
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195 





200 





205 




Cys 

Arg 

Asp 

Ala 

Leu 

Ala 

Gin 

Glu 

Tyr 

Leu 

Met 

Glu 

Cys 

lie 

lie 

Gin 


210 





215 





220 





Val 

Phe 

Pro 

Asp 

Glu 

Phe 

His 

Leu 

Gin 

Thr 

Leu 

Asn 

Pro 

Phe 

Leu 

Arg 

225 





230 





235 





240 

Ala 

Cys 

Ala 

Glu 

Leu 

His 

Gin 

Asn 

Val 

Asn 

Val 

Lys 

Asn 

lie 

lie 

lie 





245 





250 





255 


Ala 

Leu 

lie 

Asp 

Arg 

Leu 

Ala 

Leu 

Phe 

Ala 

His 

Arg 

Glu 

Asp 

Gly 

Pro 




260 





265 





270 



Gly 

lie 

Pro 

Ala 

Asp 

lie 

Lys 

Leu 

Phe 

Asp 

lie 

Phe 

Ser 

Gin 

Gin 

Val 



275 





280 





285 




Ala 

Thr 

Val 

lie 

Gin 

Ser 

Arg 

Gin 

Asp 

Met 

Pro 

Ser 

Glu 

Asp 

Val 

Val 


290 





295 





300 





Ser 

Leu 

Gin 

Val 

Ser 

Leu 

lie 

Asn 

Leu 

Ala 

Met 

Lys 

Cys 

Tyr 

Pro 

Asp 

305 





310 





315 





320 

Arg 

Val 

Asp 

Tyr 

Val 

Asp 

Lys 

Val 

Leu 

Glu 

Thr 

Thr 

Val 

Glu 

lie 

Phe 





325 





330 





335 


Asn 

Lys 

Leu 

Asn 

Leu 

Glu 

His 

lie 

Ala 

Thr 

Ser 

Ser 

Ala 

Val 

Ser 

Lys 




340 





345 





350 



Glu 

Leu 

Thr 

Arg 

Leu 

Leu 

Lys 

lie 

Pro 

Val 

Asp 

Thr 

Tyr 

Asn 

Asn 

lie 



355 





360 





365 




Leu 

Thr 

Val 

Leu 

Lys 

Leu 

Lys 

His 

Phe 

His 

Pro 

Leu 

Phe 

Glu 

Tyr 

Phe 


370 





375 





380 





Asp 

Tyr 

Glu 

Ser 

Arg 

Lys 

Ser 

Met 

Ser 

Cys 

Tyr 

Val 

Leu 

Ser 

Asn 

Val 

385 





390 





395 





400 

Leu 

Asp 

Tyr 

Asn 

Thr 

Glu 

lie 

Val 

Ser 

Gin 

Asp 

Gin 

Val 

Asp 

Ser 

lie 





405 





410 





415 


Met 

Asn 

Leu 

Val 

Ser 

Thr 

Leu 

lie 

Gin 

Asp 

Gin 

Pro 

Asp 

Gin 

Pro 

Val 




420 





425 





430 



Glu 

Asp 

Pro 

Asp 

Pro 

Glu 

Asp 

Phe 

Ala 

Asp 

Glu 

Gin 

Ser 

Leu 

Val 

Gly 



435 





440 





445 




Arg 

Phe 

lie 

His 

Leu 

Leu 

Arg 

Ser 

Glu 

Asp 

Pro 

Asp 

Gin 

Gin 

Tyr 

Leu 


450 





455 





460 





He 

Leu 

Asn 

Thr 

Ala 

Arg 

Lys 

His 

Phe 

Gly 

Ala 

Gly 

Gly 

Asn 

Gin 

Arg 

465 





470 





475 





480 

lie 

Arg 

Phe 

Thr 

Leu 

Pro 

Pro 

Leu 

Val 

Phe 

Ala 

Ala 

Tyr 

Gin 

Leu 

Ala 





485 





490 





495 


Phe 

Arg 

Tyr 

Lys 

Glu 

Asn 

Ser 

Lys 

Trp 

Met 

Thr 

Asn 

Gly 

Lys 

Arg 

Asn 




500 





505 





510 



Ala 

Arg 

Arg 

Phe 

Phe 

His 

Leu 

Pro 

Xaa 

Gin 

Thr 

lie 

Ser 

Ala 

Leu 

lie 



515 





520 





525 




Lys 

Ala 

Glu 

Leu 

Ala 

Glu 

Leu 

Pro 

Leu 

Arg 

Leu 

Phe 

Leu 

Gin 

Gly 

Ala 


530 





535 





540 





Leu 

Ala 

Ala 

Gly 

Glu 

lie 

Gly 

Phe 

Glu 

Asn 

His 

Glu 

Thr 

Val 

Ala 

Tyr 

545 





550 





555 





560 

Glu 

Phe 

Met 

Ser 

Gin 

Ala 

Phe 

Ser 

Leu 

Tyr 

Glu 

Asp 

Glu 

lie 

Ser 

Asp 





565 





570 





575 


Ser 

Lys 

Ala 

Gin 

Leu 

Ala 

Ala 

lie 

Thr 

Leu 

lie 

lie 

Gly 

Thr 

Phe 

Glu 




580 





585 





590 



Arg 

Met 

Lys 

Cys 

Phe 

Ser 

Glu 

Glu 

Asn 

His 

Glu 

Pro 

Leu 

Arg 

Thr 

Gin 



595 





600 





605 




Cys 

Ala 

Leu 

Ala 

Ala 

Ser 

Lys 

Leu 

Leu 

Lys 

Lys 

Pro 

Asp 

Gin 

Gly 

Arg 


610 





615 





620 





Ala 

Glu 

His 

Leu 

Cys 

Thr 

Ser 

Leu 

Trp 

Ser 

Gly 

Arg 

Asn 

Thr 

Asp 

Lys 
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625 630 635 640 

Asn Gly Glu Glu Leu His Gly Gly Lys Arg Val Met Glu Cys Leu Lys 

645 650 655 

Lys Ala Leu Lys lie Ala Asn Gin Cys Met Asp Pro Ser Leu Gin Val 
660 665 670 

Gin Leu Phe He Glu lie Leu Asn Arg Tyr lie Tyr Phe Tyr Glu Lys 
675 680 685 

Glu Asn Asp Ala Val Thr lie Gin Val Leu Asn Gin Leu lie Gin Lys 
690 695 700 

lie Arg Glu Asp Leu Pro Asn Leu Glu Ser Ser Glu Glu Thr Glu Gin 

70S 710 715 720 

lie Asn Lys His Phe His Asn Thr Leu Glu His Leu Arg Leu Arg Arg 

725 730 735 

Glu Ser Pro Glu Ser Glu Gly Pro lie Tyr Glu Gly Leu lie Leu 
740 745 750 

<210> 6181 

<211> 1135 

<212 > DNA 

<213> Homo sapiens 

<400> 6181 

gccaagcgct actcctggtc cggcatgggc cgcatccaca agggcatccg cgagcagggc 
60 

cggtacctca acagccggcc ctccatccag aagcccgagg tcttcttcct gcccgacctg 
120 

cccaccacgc cctatttctc ccgggacgca cagaaacatg atgtggaagt gctggaacgg 
180 

aacttccaga ccatcctgtg tgagtttgag accctctaca aagctttctc aaactgcag c 
240 

ctcccgcaag gatggaaaat gaacagcacc cccagcgggg agtggttcac cttttacttg 
300 

gtcaatcagg gggtttgtgt tcccaggaac tgtaggaagt gcccacggac gtaccgcttg 
360 

ctcggaagcc ttcggacctg tattgggaac aatgtttttg ggaacgcgtg catctctgtg 
42 0 

ctgagccctg ggactgtgat aacggagcac tatggaccca ccaacatccg catccgatgc 
480 

catttaggtc tgaaaactcc aaatggctgt gagctggtgg tggggggaga gccccagtgc 
540 

tgggcagaag ggcgctgcct tctctttgat gactctttcc tgcatgctgc gttccatgaa 
600 

ggttcagcag aggatggccc acgggtggtt ttcatggtgg atttgtggca tccaaacgtc 
660 

gcagcggccg aacggcaggc tcttgatttc atctttgctc cgggacgatg agagtatttc 
720 

ccatgctgga gtcggcgaga agggccgagg cggggcctgg gcagactgtg gtccggtcca 
780 

gtccctaccg gtgttgtttc catgctcaga aacctgcctc agcggaaagc tcttatttgg 
840 

gattttatat catgtcgggt ccctctttcc cttggttatt gtaaatggaa acttttcggc 
900 

ttgtatttcc ttagattttt tttttttcct tccaatcatt tgcttcagag actcctttct 
960 
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ggcctaacag cgcattcctt tgattggtcc ttgagtgacc agagacttag tgcccttgta 
1020 

agtctgtctt ctgttgctac ttgttttttt cagtgctctg aaatagagta actaaatggt 
1080 • 

tatttgtctg aatataataa tgtaaaactt cttgtggtca tcttaaaaaa aaaaa 
1135 

<210> 6182 

<211> 236 

<212> PRT 

<213> Homo sapiens 


<400> 6182 


Ala 

Lys 

Arg 

Tyr 

Ser 

Trp 

Ser 

Gly Met 

Gly 

Arg 

lie 

His 

Lys 

Gly 

lie 

1 




5 





10 





15 


Arg 

Glu 

Gin 

Gly 

Arg 

Tyr 

Leu 

Asn 

Ser 

Arg 

Pro 

Ser 

He 

Gin 

Lys 

Pro 




20 





25 





30 



Glu 

Val 

Phe 

Phe 

Leu 

Pro 

Asp 

Leu 

Pro 

Thr 

Thr 

Pro 

Tyr 

Phe 

Ser 

Arg 



35 





40 





45 




Asp 

Ala 

Gin 

Lys 

His 

Asp 

Val 

Glu 

Val 

Leu 

Glu 

Arg 

Asn 

Phe 

Gin 

Thr 


50 





55 





60 





He 

Leu 

Cys 

Glu 

Phe 

Glu 

Thr 

Leu 

Tyr 

Lys 

Ala 

Phe 

Ser 

Asn 

Cys 

Ser 

65 





70 





75 





80 

Leu 

Pro 

Gin 

Gly 

Trp 

Lys 

Met 

Asn 

Ser 

Thr 

Pro 

Ser 

Gly 

Glu 

Trp 

Phe 





85 





90 





95 


Thr 

Phe 

Tyr 

Leu 

Val 

Asn 

Gin 

Gly Val 

Cys 

Val 

Pro 

Arg 

Asn 

Cys 

Arg 




100 





.105 





no 



Lys 

Cys 

Pro 

Arg 

Thr 

Tyr 

Arg 

Leu 

Leu 

Gly 

Ser 

Leu 

Arg 

Thr 

Cys 

lie 



115 




120 





125 




Gly 

Asn 

Asn 

Val 

Phe 

Gly 

Asn 

Ala 

Cys 

lie 

Ser 

Val 

Leu 

Ser 

Pro 

Gly 


130 





135 





140 





Thr 

Val 

lie 

Thr 

Glu 

His 

Tyr 

Gly 

Pro 

Thr 

Asn 

lie 

Arg 

lie 

Arg 

Cys 

145 





150 





155 





160 

His 

Leu 

Gly 

Leu 

Lys 

Thr 

Pro 

Asn Gly 

Cys 

Glu 

Leu 

Val 

Val 

Gly 

Gly 





165 





170 





175 


Glu 

Pro 

Gin 

Cys 

Trp 

Ala 

Glu 

Gly Arg 

Cys 

Leu 

Leu 

Phe 

Asp 

Asp 

Ser 




180 





185 





190 



Phe 

Leu 

His 

Ala 

Ala 

Phe 

His 

Glu Gly 

Ser 

Ala 

Glu 

Asp 

Gly 

Pro 

Arg 



195 





200 





205 




Val 

Val 

Phe 

Met 

Val 

Asp 

Leu 

Trp 

His 

Pro 

Asn 

Val 

Ala 

Ala 

Ala 

Glu 


210 





215 





220 





Arg 

Gin 

Ala 

Leu 

Asp 

Phe 

lie 

Phe 

Ala 

Pro 

Gly 

Arg 





225 





230 





235 







<210> 6183 

<211> 2530 

<212 > DNA 

<213 > Homo sapiens 

<400> 6183 

acgcgtcggt cgttggggcg ttgagcaagt gcgaccccgg agtcatttgg gctggggttg 
60 

gaggattagc atctgccatt gactcgcatt aaagggccca gcgtctcgcg tgagaggttg 
120 
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aggttgtgtt gcgggggtcg 
180 

ggcgaagttg cccagggtgg 
240 

agccatcatg agcagcttct 
300 

agggatgagg cgtaccagca 
360 

aggagacggg ggcccgaggg 
420 

ccttgcaagg gacagtgtgg 
480 

ggacgatgga gagcttggcc 
540 

agcacttaac acccagaccg 
600 

acctggtgcg ctggccggca 
660 

ccttgagaga ggcccccagg 
720 

agagatagat ctcctccagg 
780 

tgacgggcat ccactcctta 
840 

ggccccgtcc acggccgcga 
900 

ttccgcggag gtttcggcag 
960 

ggccgaggcc gcggagctcg 
1020 

aagttgggcc gcttggtcaa 
1080 

tccctgccca ttaaggaatc 
1140 

gaggttttga agattatgcc 
1200 

aaggcatttg ttgctatcgg 
1260 

aaggaggtgg ccaccgccat 
1320 

gtgcgcagag gctactgggg 
1380 

acaggccgct gcggctctgt 
1440 

gtctccgcac ctgtgcctaa 
1500 

tcagcccggg gctgcactgc 
1560 

tctaagacct acagctacct 
1620 

ccctatcagg agttcactga 
1680 

actcaggctc cagctgtggc 
1740 


ggtagctgta ggtcttagaa 
cagtgcagcc ccgggctgag 
taggcacagg tgcggagacg 
cagagccgca gcggcctgtc 
agcctgcccc acggcaggcc 
ggcttgccga tcttgttccc 
aggatgatgg ccccacggat 
acgtggccat tgtagtcccc 
cgggtctgct tctgcactgg 
aaaaagtcaa tgatctctga 
gacttgatct tcatgtcctt 
tctccggcct tgcctccgcg 
ccccggccct ggtggccctg 
tggcatccgg ggccggggtc 
cggaggcaag gccgaggata 
ggacatgaag atcaagtccc 
agagatcatt gatttcttcc 
agtgcagaag cagacccgtg 
ggactacaat ggccacgtcg 
ccgtggggcc atcatcctgg 
gaacaagatc ggcaagcccc 
gctggtacgc ctcatccctg 
gaagctgctc atgatggctg 
caccctgggc aacttcgcca 
gacccccgac ctctggaagg 
ccacctcgtc aagacccaca 
tacaacatag ggtttttata 


atggcatcaa aggtggcctt 
gtgtagcagt catcgatacc 
atgccagtgc ccctgggtgc 
acctggtgag ggaaggagtc 
catcacctgc caccagccta 
ccagtagcct ctgcgcacgg 
ggcggtggcc acctccttgg 
gatagcaaca aatgccttga 
cataatcttc aaaacctcat 
ttccttaatg ggcagagaga 
gaccaagcgg cccaacttgg 
agctccgcgg cctcggcccc 
ggatggggaa ccgcggtggc 
gcggccgtgg acggggccgg 
aggagtggat gcccgtcacc 
tggaggagat ctatctcttc 
tgggggcctc tctcaaggat 
ccggccagcg caccaggttc 
gtctgggtgt taagtgctcc 
ccaagctctc catcgtcccc 
acactgtccc ttgcaaggtg 
cacccagggg cactggcatc 
gtatcgatga ctgctacacc 
aggccacctt tgatgccatt 
agactgtatt caccaagtct 
ccagagtctc cgtgcagcgg 
caagaaaaat aaagtgaatt 
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aagctgtcac 

1800 

cccaccatgg 

agaaaagagt 

cttttggttc 

tttttaacat 

aagtgattag 

tttaagagta 

1860 

tgctgaggag 

ccactgggct 

taaagaagga 

tgtaaataag 

acccaaatac 

atagggacca 

1920 

ggcgctgctt 

tctcatgttc 

acaaaagcag 

tcctccacca 

ctgaactcca 

ttctctcagg 

1980 

gggctcaatg 

aaggctaacc 

aatccgatgc 

atgtgtaggt 

aacagtccca 

tggactggca 

2040 

cttgtaaaca 

gccaatgcca 

aacccatcag 

gttcccaatg 

agatagacca 

aaccctgaag 

2100 

aaacttctgg 

cttgaacttt 

ctaacatctt 

gaaagtggct 

gaaatggcca 

taagtgcctg 

2160 

aatgggtcgc 

caggccatca 

tacacaccat 

catagtaggg 

aagatggaga 

tagtattgcc 

2220 

tgccatgtac 

atgatgaaga gattcatggg 

aatctgtttg 

aggggaccca 

aggcgatgtc 

2280 

ccagcagcgc 

ttctccacca 

ggatccggtc 

tgtctcttgc 

acgctggtat 

caggcacttg 

2340 

cttgtccaag 

taaccgactg 

ggtagagcga 

gtctccctgg 

ccactgcccc 

ggtcacttcg 

2400 

acccctgctg 

cctcctccag 

gcccgcttag 

ctcaatggcc 

cacttgaagc 

gccggcctcg 

2460 

gttagccacc 

aggcccccct 

gggccgtcat 

ggcaacagct ' 

gcgtcctata 

gcctcgatgc 

ttctcagtcc 

aaagcgtact 

ccacaacagg 

cccaccagcg 

ttctccgctt 


2520 

tgtctcaccc 

2530 

<210> 6184 
<211> 308 
<212> PRT 

<213> Homo sapiens 


<400> 6184 


Arg Ala 

Ser 

Thr 

Pro 

Tyr 

Leu 

Arg 

Pro 

Cys 

Leu 

Arg 

Glu 

Leu 

Arg 

Gly 

1 



5 





10 





15 


Leu Gly 

Pro 

Gly 

Pro 

Val 

His 

Gly Arg 

Asp 

Pro 

Gly 

Pro 

Gly 

Gly 

Pro 



20 





25 





30 



Gly Met 

Gly 

Asn 

Arg 

Gly 

Gly 

Phe 

Arg 

Gly 

Gly 

Phe 

Gly 

Ser 

Gly 

lie 


35 





40 





45 




Arg Gly 

Arg 

Gly 

Arg 

Gly 

Arg 

Gly Arg 

Gly 

Arg 

Gly 

Arg 

Gly 

Arg 

Gly 

50 





55 





60 





Ala Arg 

Gly 

Gly 

Lys 

Ala 

Glu 

Asp 

Lys 

Glu 

Trp 

Met 

Pro 

Val 

Thr 

Lys 

65 




70 





75 





80 

Leu Gly 

Arg 

Leu 

Val 

Lys 

Asp 

Met 

Lys 

lie 

Lys 

Ser 

Leu 

Glu 

Glu 

lie 




85 





90 





95 


Tyr Leu 

Phe 

Ser 

Leu 

Pro 

lie 

Lys 

Glu 

Ser 

Glu 

He 

lie 

Asp 

Phe 

Phe 



100 





105 





110 



Leu Gly 

Ala 

Ser 

Leu 

Lys 

Asp 

Glu 

Val 

Leu 

Lys 

lie 

Met 

Pro 

Val 

Gin 


115 





120 





125 




Lys Gin 

Thr Arg 

Ala 

Gly 

Gin 

Arg 

Thr 

Arg 

Phe 

Lys 

Ala 

Phe 

Val 

Ala 

130 





135 





140 





lie Gly 

Asp Tyr 

Asn 

Gly 

His 

Val 

Gly 

Leu 

Gly 

Val 

Lys 

Cys 

Ser 

Lys 
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145 150 155 160 

Glu Val Ala Thr Ala lie Arg Gly Ala lie lie Leu Ala Lys Leu Ser 

165 170 175 

lie Val Pro Val Arg Arg Gly Tyr Trp Gly Asn Lys lie Gly Lys Pro 
180 185 190 

His Thr Val Pro Cys Lys Val Thr Gly Arg Cys Gly Ser Val Leu Val 
195 200 205 

Arg Leu lie Pro Ala Pro Arg Gly Thr Gly He Val Ser Ala Pro Val 
210 215 220 

Pro Lys Lys Leu Leu Met Met Ala Gly He Asp Asp Cys Tyr Thr Ser 

225 230 235 240 

Ala Arg Gly Cys Thr Ala Thr Leu Gly Asn Phe Ala Lys Ala Thr Phe 

245 250 255 

Asp Ala lie Ser Lys Thr Tyr Ser Tyr Leu Thr Pro Asp Leu Trp Lys 
260 265 270 

Glu Thr Val Phe Thr Lys Ser Pro Tyr Gin Glu Phe Thr Asp His Leu 
275 280 285 

Val Lys Thr His Thr Arg Val Ser Val Gin Arg Thr Gin Ala Pro Ala 
290 295 300 

Val Ala Thr Thr 
305 

<210> 6185 
<211> 1231 
<212 > DNA 

<213 > Homo sapiens 
<4Q0> 6185 

cacagcttgt tcctaggaag ggcttagcaa acgggggtgg ttgtccttct tggaagccac 
60 

atttgtttgc ctggtgagtg gtggagggca ctgctaggcc tgctagggct gacacggcca 
120 

gagtcagatg acctcatctc acatccagca ggtgaaatgc agtctttgat cccttgaaac 
180 

ccaccctcta ggaccaaggt cactgcagta ttggatagga cctcagggag ttagcagggg 
240 

gctcatggtt aagagtgtga actacagctt agacctacag ggttccctgc ccagctcctc 
300 

cacaaaccag ctgtgcaacc ctagacaagt gagttaatgt ccctgggcct cagtttcttc 
360 

ttagtaaaat gtgtgtagcc atagagggct gttatgagga ttcagtcaaa tgacacatga 
420 

tgtcttgggc acacctggcg tggattatgg cgcctgtagg agcaggaggg cttcctggag 
480 

gagggggcta gttgaacaga gtctagaaag tatagattgg gaagagcact ctgggaggca 
540 

ggatcaccat gtgcaaaggc tcagagaatg ccacccacta cctcctggaa atcaagggga 
600 

ttctgtgtgt ccaagggcat tggtggtctc taggcccccg acctgtgtct gggaggtgtc 
660 

aaggggaagc cagatccgag gcccacactt gcatgttttc aggtgaggtc cagagatata 
720 

tccagagagg agtggaaggg ctcggagacc tacagcccca atactgcata tggtgtggac 
780 
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ttcctggtgc ccgtgatggg ctatatctgc cgcatctgcc acaagttcta tcacagcaac 
840 

tcaggggcac agctctccca ctgcaagtcc ctgggccact ttgagaacct gcagaaatac 
900 

aaggcggcca agaaccccag ccccaccacc cgacctgtga gccgccggtg cgcaatcaac 
960 

gcccggaacg ctttgacagc cctgttcacc tccagcggcc gcccaccctc ccagcccaac 
1020 

acccaggaca aaacacccag caaggtgacg gctcgaccct cccagccccc actacctcgg 
1080 

cgctcaaccc gcctcaaaac ctgatagagg gacctccctg tccctggcct gcctgggtcc 
1140 

agatctgcta atgcttttta ggagtctgcc tggaaacttt gacatggttc atgtttttac 
1200 

tcaaaatcca ataaaacaag gtaagtttgg c 
1231 

<210> 6186 
<211> 133 
<212 > PRT 

<213 > Homo sapiens 
<400> 6186 


Val Arg 

Ser 

Arg 

Asp 

lie 

Ser 

Arg 

Glu 

Glu 

Trp 

Lys 

Gly 

Ser 

Glu 

Thr 

1 



5 





10 





15 


Tyr Ser 

Pro 

Asn 

Thr 

Ala 

Tyr 

Gly 

Val 

Asp 

Phe 

Leu 

Val 

Pro 

Val 

Met 



20 





25 





30 



Gly Tyr 

He 

Cys 

Arg 

lie 

Cys 

His 

Lys 

Phe 

Tyr 

His 

Ser 

Asn 

Ser 

Gly 


35 





40 





45 




Ala Gin 

Leu 

Ser 

His 

Cys 

Lys 

Ser 

Leu 

Gly 

His 

Phe 

Glu 

Asn 

Leu 

Gin 

50 





55 





60 





Lys Tyr 

Lys 

Ala 

Ala 

Lys 

Asn 

Pro 

Ser 

Pro 

Thr 

Thr 

Arg 

Pro 

Val 

Ser 

65 




70 





75 





80 

Arg Arg 

Cys 

Ala 

lie 

Asn 

Ala 

Arg 

Asn 

Ala 

Leu 

Thr 

Ala 

Leu 

Phe 

Thr 




85 





90 





95 


Ser Ser 

Gly 

Arg 

Pro 

Pro 

Ser 

Gin 

Pro 

Asn 

Thr 

Gin 

Asp 

Lys 

Thr 

Pro 



100 





105 





110 



Ser Lys 

Val 

Thr 

Ala 

Arg 

Pro 

Ser 

Gin 

Pro 

Pro 

Leu 

Pro 

Arg 

Arg 

Ser 


115 





120 





125 




Thr Arg 

Leu 

Lys 

Thr 













130 

<210> 6187 

<211> 909 

<212> DNA 

<213 > Homo sapiens 

<400> 6187 

nagtcctccc aaagtacttg tgtccgggtg gtggactgga ttcgctgcgg agccctggaa 
60 

gctgcctttc cttctccctg tgcttaacca gaggtgccca tgggttggac aatgaggctg 
120 

gtcacagcag cactgttact gggtctcatg atggtggtca ctggagacga ggatgagaac 
180 
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agcccgtgtg cccatgaggc cctcttggac gaggacaccc tcttttgcca gggccttgaa 
240 

gttttctacc cagagttggg gaacattggc tgcaaggttg ttcctgattg taacaactac 
300 

agacagaaga tcacctcctg gatggagccg atagtcaagt tcccgggggc cgtgtacggc 
360 

gcaacctata tcctggtgat ggtggatcca gatgccccta gcagagcaga acccagacag 
420 

agattctgga gacattggct ggtaacagat atcaagggcg ccgacctgaa gaaagggaag 
480 

attcagggcc aggagttatc agcctaccag gctccctccc caccggcaca cagtggcttc 
540 

catcgctacc agttctttgt ctatcttcag gaaggaaaag tcatctctct ccttcccaag 
600 

gaaaacaaaa ctcgaggctc ttggaaaatg gacagatttc tgaaccgttt ccacctgggc 
660 

gaacctgaag caagcaccca gttcatgacc cagaactacc aggactcacc aaccctccag 
720 

gctcccagag aaagggccag cgagcccaag cacaaaaacc aggcggagat agctgcctgc 
780 

tagatagccg gctttgccat ccgggcatgt ggccacactg cccaccaccg acgatgtggg 
840 

tatggaaccc cctctggata cagaacccct tcttttccaa attaaaaaaa aaaatcatcc 
900 

agggcaaaa 

909 

<210> 6188 
<211> 227 
<212> PRT 

<213> Homo sapiens 


<400> 6188 


Met 

Gly 

Trp 

Thr 

Met 

Arg 

Leu 

Val 

Thr 

Ala 

Ala 

Leu 

Leu 

Leu 

Gly 

Leu 

l 




5 





10 





15 


Met 

Met 

Val 

Val 

Thr 

Gly 

Asp 

Glu 

Asp 

Glu 

Asn 

Ser 

Pro 

Cys 

Ala 

His 




20 





25 





30 



Glu 

Ala 

Leu 

Leu 

Asp 

Glu 

Asp 

Thr 

Leu 

Phe 

Cys 

Gin 

Gly 

Leu 

Glu 

Val 



35 





40 





45 




Phe 

Tyr 

Pro 

Glu 

Leu 

Gly 

Asn 

lie 

Gly 

Cys 

Lys 

Val 

Val 

Pro 

Asp 

Cys 


50 





55 





60 





Asn 

Asn 

Tyr 

Arg 

Gin 

Lys 

lie 

Thr 

Ser 

Trp 

Met 

Glu 

Pro 

lie 

Val 

Lys 

65 





70 





75 





80 

Phe 

Pro 

Gly 

Ala 

Val 

Tyr 

Gly 

Ala 

Thr 

Tyr 

lie 

Leu 

Val 

Met 

Val 

Asp 





85 





90 





95 


Pro 

Asp 

Ala 

Pro 

Ser 

Arg 

Ala 

Glu 

Pro 

Arg 

Gin 

Arg 

Phe 

Trp 

Arg 

His 




100 





105 





110 



Trp 

Leu 

Val 

Thr 

Asp 

lie 

Lys 

Gly 

Ala 

Asp 

Leu 

Lys 

Lys 

Gly 

Lys 

He 



115 





120 





125 




Gin 

Gly 

Gin 

Glu 

Leu 

Ser 

Ala 

Tyr 

Gin 

Ala 

Pro 

Ser 

Pro 

Pro 

Ala 

His 


130 





135 





140 





Ser 

Gly 

Phe 

His 

Arg 

Tyr 

Gin 

Phe 

Phe 

Val 

Tyr 

Leu 

Gin 

Glu 

Gly 

Lys 

145 





150 





155 





160 

Val 

lie 

Ser 

Leu 

Leu 

Pro 

Lys 

Glu 

Asn 

Lys 

Thr 

Arg 

Gly 

Ser 

Trp 

Lys 
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165 170 175 

Met Asp Arg Phe Leu Asn Arg Phe His Leu Gly Glu Pro Glu Ala Ser 
180 185 190 

Thr Gin Phe Met Thr Gin Asn Tyr Gin Asp Ser Pro Thr Leu Gin Ala 
195 200 205 

Pro Arg Glu Arg Ala Ser Glu Pro Lys His Lys Asn Gin Ala Glu lie 
210 215 220 
Ala Ala Cys 


<210> 6189 
<211> 2761 
<212 > DNA 

<213 > Homo sapiens 
<400> 6189 

ngccgcgctg gcattttctc ctggacaagg agagagtgcg gctgctgaga gccgagccca 
60 

gcaatcccga tcctctgagt cgtgaagaag ggaggcagcg agggggttgg ggttggggcc 
120 

tgaggcaagc ccccaggctc cgctcttgcc agagggacag gagccatggc tcagaaaatg 
180 

gactgtggtg cgggcctcct cggcttccag gctgaggcct ccgtagaaga cagcgccttg 
240 

cttatgcaga ccttgatgga ggccatccag atctcagagg ctccacctac taaccaggcc 
300 

accgcagctg ctagtcccca gagttcacag cccccaactg ccaatgagat ggctgacatt 
360 

caggtttcag cagctgccgc taggcctaag tcagccttta aagtccagaa tgccaccaca 
420 

aaaggcccaa atggtgtcta tgatttctct caggctcata atgccaagga tgtgcccaac 
480 

acgcagccca aggcagcctt taagtcccaa aatgctaccc caaagggtcc aaatgctgcc 
540 

tatgattttt cccaggcagc aaccactggt gagttagctg ctaacaagtc tgagatggcc 
600 

ttcaaggccc agaatgccac tactaaagtg ggcccaaatg ccacctacaa tttctctcag 
660 

tctctcaatg ccaatgacct ggccaacagc aggcctaaga cccctttcaa ggcttggaat 
720 

gataccacta aggccccaac' agctgatacc cagacccaga atgtaaatca ggccaaaatg 
780 

gccacttccc aggctgacat agagaccgac ccaggtatct ctgaacctga cggtgcaact 
840 

gcacagacat cagcagatgg ttcccaggct cagaatctgg agtcccggac aataattcgg 
900 

ggcaagagga cccgcaagat taataacttg aatgttgaag agaacagcag tggggatcag 
960 

aggcgggccc cactggctgc agggacctgg aggtctgcac cagttccagt gaccactcag 
1020 

aacccacctg gcgcaccccc caatgtgctc tggcagacgc cattggcttg gcagaacccc 
1080 

tcaggctggc aaaaccagac agccaggcag accccaccag cacgtcagag ccctccagct 
1140 
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aggcagaccc caccagcctg 
1200 

tggccaaacc cagtaatctg 
1260 

ggccctgttg tctggccgaa 
1320 

cctggatggc agaccccacc 
1380 

tggccgctac cacccgactg 
1440 

ctaccacctg actggatccc 
1500 

ccctcgccta acctgcgccc 
1560 

cagccccgag atgtggccct 
1620 

cttaaggact acacaaaggt 
1680 

gaatacactg atgtttatcc 
1740 

tttgggattc aactgaaaga 
1800 

cccgagtccc tggctggcat 
1860 

ttggtgattc tgggtgtcat 
1920 

gaggcactac gcaagatggg 
1980 

aggaaacttc tcacctatga 
2040 

aacagcaacc ccccggagta 
2100 

aagatgaaag tgctgagatt 
2160 

gcacagttca tggaggctgc 
2220 

gccgaagccc gggctgaagc 
2280 

ccctggagct gggatgacat 
2340 

ggagatccct ggtccagaat 
2400 

tccagattcc ctcagacctt 
2460 

aacttcgctg ccaactttgg 
2520 

tgctatcaat cgcagtagtc 
2580 

cacagctatc tagagagcca 
2640 

tgctgttcct tgtctactgc 
2700 

ataaacattg aaattgcaaa 
2760 


gcagacccag aacccagtcg 
gcagaaccca gtgatctggc 
tccactggcc tggcagaatc 
gggctggcag ggtcctccag 
gccactgcca cctgattggc 
cgctgattgg ccaattccac 
ttctcccaac tcgcgtgcct 
tcttcaggaa agagcaaata 
gcccatcaag cgctcagaaa 
agaaatcatt gaacgtgcat 
aattgacaaa gaagaacacc 
actgggaacg accaaagaca 
cttcatgaat ggcaaccgtg 
actgcgtcct ggggtgagac 
gtttgtaaag cagaaatacc 
tgagttcctc tggggcctcc 
cattgcagag gttcagaaaa 
agatgaggcc ttggatgctc 
aagaacccgc atgggaattg 
tgagtttgag ctgctgacct 
tccatttacc ttctgggcca 
tgccggtccc attattggtc 
tgccattggt ttcttctggg 
tttcccctgt gtgaggctga 
catcctgttg actgaaagtg 
tttttttccc cttgtgtgct 
gtgaaaaaaa aaaaaaaaaa 


cttggcagaa cccagtgatt 
caaaccccat tgtctggccc 
cacctggatg gcagactcca 
actggcaagg tcctcctgac 
cacttcccac tgactggcca 
ctgactggca gaacctgcgc 
cacagaaccc aggtgctgca 
agttggtcaa gtacttgatg 
tgctgagaga tatcatccgt 
gctttgtcct agagaagaaa 
tgtatattct catcagtacc 
cacccaagct cggtctcctc 
ccagtgaggc tgtcctctgg 
atcccctcct tggagatcta 
tggactacag acgagtgccc 
gttcctacca tgagactagc 
gagaccctcg tgactggact 
tggatgctgc tgcagctgag 
gagatgaggc tgtgtctggg 
gggatgagga aggagatttt 
gataccacca gaatgcccgc 
ctggtggtac agccagtgcc 
ttgagtgaga tgttggatat 
agcctcagat tccttctaaa 
gcatgcaaga taaatttatt 
gtcaagtttt ggtatcagaa 
aaaaaaaaaa aaaaaaaaaa 
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a 

2761 

<210> 6190 

<211> 576 

<212> PRT 

<213 > Homo sapiens 


<400> 6190 


Met 

Ala 

Thr 

Ser 

Gin 

Ala 

Asp 

lie 

Glu 

Thr 

Asp 

Pro 

Gly 

lie 

Ser 

Glu 

1 




5 





10 





15 


Pro Asp 

Gly 

Ala 

Thr 

Ala 

Gin 

Thr 

Ser 

Ala 

Asp 

Gly 

Ser 

Gin 

Ala 

Gin 




20 





25 





30 



Asn 

Leu 

Glu 

Ser 

Arg 

Thr 

lie 

lie 

Arg 

Gly 

Lys 

Arg 

Thr 

Arg 

Lys 

lie 



35 





40 





45 




Asn 

Asn 

Leu 

Asn 

Val 

Glu 

Glu 

Asn 

Ser 

Ser 

Gly 

Asp 

Gin 

Arg 

Arg Ala 


50 





55 





60 





Pro 

Leu 

Ala 

Ala 

Gly 

Thr 

Trp 

Arg 

Ser 

Ala 

Pro 

Val 

Pro 

Val 

Thr 

Thr 

65 





70 





75 





80 

Gin 

Asn 

Pro 

Pro 

Gly 

Ala 

Pro 

Pro 

Asn 

Val 

Leu 

Trp 

Gin 

Thr 

Pro 

Leu 





85 





90 





95 


Ala 

Trp 

Gin 

Asn 

Pro 

Ser 

Gly 

Trp 

Gin 

Asn 

Gin 

Thr 

Ala 

Arg 

Gin 

Thr 




100 





105 





110 



Pro 

Pro 

Ala 

Arg 

Gin 

Ser 

Pro 

Pro 

Ala 

Arg 

Gin 

Thr 

Pro 

Pro 

Ala 

Trp 



115 





12 0 





125 




Gin 

Thr 

Gin 

Asn 

Pro 

Val 

Ala 

Trp 

Gin 

Asn 

Pro 

Val 

lie 

Trp 

Pro 

Asn 


130 





135 





140 





Pro 

Val 

lie 

Trp 

Gin 

Asn 

Pro 

Val 

lie 

Trp 

Pro 

Asn 

Pro 

lie 

Val 

Trp 

145 





150 





155 





160 

Pro Gly 

Pro 

Val 

Val 

Trp 

Pro 

Asn 

Pro 

Leu 

Ala 

Trp 

Gin 

Asn 

Pro 

Pro 





165 





170 





175 


Gly Trp 

Gin 

Thr 

Pro 

Pro 

Gly 

Trp 

Gin 

Thr 

Pro 

Pro 

Gly 

Trp 

Gin Gly 




180 





185 





190 



Pro 

Pro 

Asp 

Trp 

Gin 

Gly 

Pro 

Pro Asp 

Trp 

Pro 

Leu 

Pro 

Pro 

Asp 

Trp 



195 





200 





205 




Pro 

Leu 

Pro 

Pro 

Asp 

Trp 

Pro 

Leu 

Pro 

Thr 

Asp 

Trp 

Pro 

Leu 

Pro 

Pro 


210 





215 





220 





Asp Trp 

lie 

Pro 

Ala 

Asp 

Trp 

Pro 

lie 

Pro 

Pro 

Asp 

Trp 

Gin 

Asn 

Leu 

225 





230 





235 





240 

Arg 

Pro 

Ser 

Pro 

Asn 

Leu 

Arg 

Pro 

Ser 

Pro 

Asn 

Ser 

Arg 

Ala 

Ser 

Gin 





245 





250 





255 


Asn 

Pro 

Gly 

Ala 

Ala 

Gin 

Pro 

Arg Asp 

Val 

Ala 

Leu 

Leu 

Gin 

Glu Arg 




260 





265 





270 



Ala 

Asn 

Lys 

Leu 

Val 

Lys 

Tyr 

Leu 

Met 

Leu 

Lys 

Asp 

Tyr 

Thr 

Lys 

val 



275 





280 





285 




Pro 

lie 

Lys 

Arg 

Ser 

Glu 

Met 

Leu Arg 

Asp 

lie 

lie 

Arg 

Glu 

Tyr 

Thr 


290 





295 





300 





Asp Val 

Tyr 

Pro 

Glu 

lie 

lie 

Glu Arg 

Ala 

Cys 

Phe 

Val 

Leu 

Glu Lys 

305 





310 





315 





320 

Lys 

Phe 

Gly 

lie 

Gin 

Leu 

Lys 

Glu 

lie 

Asp 

Lys 

Glu 

Glu 

His 

Leu Tyr 





325 





330 





335 


He 

Leu 

lie 

Ser 

Thr 

Pro 

Glu 

Ser 

Leu 

Ala 

Gly 

lie 

Leu 

Gly 

Thr 

Thr 




340 





345 





350 



Lys 

Asp 

Thr 

Pro 

Lys 

Leu 

Gly 

Leu 

Leu 

Leu 

Val 

lie 

Leu 

Gly 

val 

lie 


5371 



WO 00/58473 


PCT/US00/08621 




355 





360 





365 




Phe 

Met 

Asn 

Gly 

Asn 

Arg 

Ala 

Ser 

Glu 

Ala 

Val 

Leu 

Trp 

Glu 

Ala 

Leu 


370 





375 





380 





Arg 

Lys 

Met 

Gly 

Leu 

Arg 

Pro 

Gly 

Val 

Arg 

His 

Pro 

Leu 

Leu 

Gly 

Asp 

385 





390 





395 





400 

Leu 

Arg 

Lys 

Leu 

Leu 

Thr 

Tyr 

Glu 

Phe 

Val 

Lys 

Gin 

Lys 

Tyr 

Leu 

Asp 





405 





410 





415 


Tyr 

Arg Arg 

Val 

Pro 

Asn 

Ser 

Asn 

Pro 

Pro 

Glu 

Tyr 

Glu 

Phe 

Leu 

Trp 



420 





425 





430 



Gly 

Leu Arg 

Ser 

Tyr 

His 

Glu 

Thr 

Ser 

Lys 

Met 

Lys 

Val 

Leu 

Arg 

Phe 



435 





440 





445 




lie 

Ala 

Glu 

Val 

Gin 

Lys 

Arg 

Asp 

Pro 

Arg 

Asp 

Trp 

Thr 

Ala 

Gin 

Phe 


450 





455 





460 





Met 

Glu 

Ala 

Ala 

Asp 

Glu 

Ala 

Leu 

Asp 

Ala 

Leu 

Asp 

Ala 

Ala 

Ala 

Ala 

465 





470 





475 





480 

Glu 

Ala 

Glu 

Ala 

Arg 

Ala 

Glu 

Ala 

Arg 

Thr 

Arg 

Met 

Gly 

lie 

Gly 

Asp 





485 





490 





495 


Glu 

Ala 

Val 

Ser 

Gly 

Pro 

Trp 

Ser 

Trp Asp 

Asp 

lie 

Glu 

Phe 

Glu 

Leu 




500 





505 





510 



Leu 

Thr Trp 

Asp 

Glu 

Glu 

Gly 

Asp 

Phe 

Gly 

Asp 

Pro 

Trp 

Ser 

Arg 

lie 



515 





520 





525 




Pro 

Phe 

Thr 

Phe 

Trp 

Ala 

Arg 

Tyr 

His 

Gin 

Asn 

Ala 

Arg 

Ser 

Arg 

Phe 


530 





535 





540 





Pro 

Gin 

Thr 

Phe 

Ala 

Gly 

Pro 

lie 

He 

Gly 

Pro 

Gly 

Gly 

Thr 

Ala 

Ser 

545 





550 





555 





560 

Ala 

Asn 

Phe 

Ala 

Ala 

Asn 

Phe 

Gly 

Ala 

lie 

Gly 

Phe 

Phe 

Trp 

Val 

Glu 





565 





570 





575 



<210> 6191 
<211> 3021 
<212 > DNA 

<213> Homo sapiens 
<400> 6191 

ctttgagaag gaacctgtcc cctcagggat taagcaagca cagccctagt tgatcaccca 
60 

gcatgaaaag tcctggaatc tctcagagat gaacctgtgt atgggagttt tgcttaagtg 
120 

gtacttcaag aaggtgcctc tgtttacttt ggttttgcac tgccatgcga ccaggtggtg 
180 

caggtctccc aaatgccacc cccctccaag cttccctctt tgctctaagt cctcaggcct 
240 

cctgggcctg ggacagatgg ttgtttgtgt catcaggact cgtggggttc tatgcgtgga 
300 

gcactcaccg cagcctaagc tgggatccca gctcagaggt caggccatgt tgggatgttt 
360 

agggaaggtg atgcattatc aggagacata tctactgtcc cctgccctgt acccccaggc 
420 

attgatctgg agaacattgt gtactacaag gacgacaccc actactttgt gatgacagcc 
480 

aagaagcagt gcctgctgcg gctgggggtg ctgcgccagg actggccaga caccaatcgg 
540 

ctgctgggca gtgccaatgt ggtgaccgag gctctgcagc gctttacccg ggcagctgct 
600 
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gactttgcca cccatggcaa 
660 

cctgatgtct ctgcctttga 
720 

caagagaagc atggcgcccg 
780 

ttctggcccc tgggcactgg 
840 

atggtgaagc ggtgggcaga 
900 

ctgtaccagc ttctgtcaca 
960 

gggctggacc cagccacccg 
1020 

gtacgagacc tgtatgatgt 
1080 

gatacaggga tgccagccac 
1140 

caggagcaga cagctgggta 
1200 

gatgggctag ctctgtgtgc 
1260 

gagctgcagg ggctgggagc 
1320 

gagctgggca tcacaccggt 
1380 

ggcctcattg cctacctcag 
1440 

ggccctgtca gccaggcctc 
1500 

cagaggaccc tgcagcgatc 
1560 

ggtggcaaga agctgcgctt 
1620 

gacccagagc ctggtgtacc 
1680 

gacctgtgtg cactttgtgg 
1740 

catttcttcc accggagctg 
1800 

ggctatgagc agcacccagg 
1860 

gaccacaaag cggaaggcag 
1920 

gagaatagca tgccaccagg 
1980 

gttccagatc ccagccagcc 
2040 

cggttgtcct cccttaacct 
2100 

cgcagctgct ccgccttggc 
2160 

ccagtccaga gccctcaagc 
2220 


gctcgggaaa ctagagtttg 
cttcacgagc atgatgcggg 
cctgctgctg ggactggtgg 
agtggcacgg ggcttcctgg 
gggcgctgag tccctagagg 
gacatcccca gaaaacatgc 
ctaccccaac ctgaacctcc 
gctagccaag gagcctgtgc 
cgggtcggca ggcacccagg 
cccgggagtc cacgtctccg 
cctggtgtac cggctgcagc 
tctggaagca actgcttggg 
ggtgtctgca caggccgtgg 
ccacttccac agtgccttca 
cccagggacc tccagtgctg 
ccgggccaag gacttattgc 
ggagatggag gccgagaccc 
cctgacaccc ccatcccaac 
ggaacacctc tatgtcctgg 
cttccgctgc catacctgtg 
agatggacat ttctactgcc 
cgatagaggc cctgagagtc 
cctctcaact cccacagcct 
cacccgtcgg cagatccgcc 
tacccctgac ccggaaatgg 
ccgccacgcc ctggagagca 
tcttgtggcc atggagaagg 


cccaggatgc ccatgggcag 
cagagagttc tgctcgtgtg 
gggactgcct ggtggagccc 
cagcctttga tgcagcctgg 
tgttggctga gcgtgagagc 
atcgcaatgt ggcccagtat 
gggcagtgac ccccaatcag 
agaggaaeaa cgacaagaca 
aggagctgct acgctggtgc 
atttgtcttc ctcctgggct 
ctggcctgct ggaaccctca 
cactaaaggt ggcagagaat 
tagcagggag tgacccactg 
agagcatggc ccacagccca 
tattattcct tagtaaactt 
aggaaaatgc agaggatgct 
caagtactga ggtgccacct 
accaggaggc cggtgctggg 
aacgcctctg tgtcaacggc 
aggccacact gtggccaggt 
tccagcacct gccccagaca 
cggagctccc cacaccaagt 
cgcaggaggg ggccggtcct 
tctccagccc ggagcgccag 
agcctccacc caagcctccc 
gctttgtggg ctggggcctg 
aggaaaaaga gagtcccttc 


f 
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tccagtgaag 

2280 

aggaagaaga 

agatgtgcct 

ttggactcag 

atgtggaaca 

ggccctgcag 

acctttgcca 

2340 

agacctcagg 

caccatgaat 

aactacccaa 

catggcgtcg 

gactctgctg 

cgccgtgcga 

2400 

aggaggagga 

gatgaagagg 

ttctgcaagg 

cccagaccat 

ccaacggcga 

ctaaatgaga 

2460 

ttgaggctgc 

cttgagggag 

ctagaggccg 

agggcgtgaa 

gctggagctg 

gccttgaggc 

2520 

gccagagcag 

ttccccagaa 

cagcaaaaga 

aactatgggt 

aggacagctg 

ctacagctcg 

2580 

ttgacaagaa 

aaacagcctg gtggctgagg 

aggccgagct 

catgatcacg 

gtgcaggaat 

2640 

tgaatctgga 

ggagaaacag 

tggcagctgg 

accaggagct 

acgaggctac 

atgaaccggg 

2700 

aagaaaacct 

aaagacagct 

gctgatcggc 

aggctgagga 

ccaggtcctg 

aggaagctgg 

2760 

tggatttggt 

caaccagaga gatgccctca 

tccgcttcca 

ggaggagcgc 

aggctcagcg 

2820 

agctggcctt 

ggggacaggg 

gcccagggct 

agacgagggt 

gggccgtctg 

ctttcgttcc 

2880 

cacaaagaaa 

gcacctcacc 

ccagcacagt 

gccacccctg 

ttcatctggg 

ctgcctggca 

2940 

gagagccttg 

ctgtttacaa 

ttaaaatgtt 

tctgccacaa 

aaaaaaaaaa 

aaaaaaaaaa 

3000 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 

a 

aaaaaaaaaa 

aaaaaaaaaa 

aaaaaaaaaa 


3021 

<210 > 6192 

<2 11> 815 

<212 > PRT 

<213 > Homo sapiens 


<4 00> 6192 


Met Phe 

Arg 

Glu 

Gly 

Asp 

Ala 

Leu 

Ser 

Gly 

Asp 

lie 

Ser 

Thr 

val 

Pro 

1 



5 





10 





15 


Cys Pro 

Val 

Pro 

Pro 

Gly 

He 

Asp 

Leu 

Glu 

Asn 

lie 

Val 

Tyr 

Tyr 

Lys 



20 





25 





30 



Asp Asp 

Thr 

His 

Tyr 

Phe 

Val 

Met 

Thr 

Ala 

Lys 

Lys 

Gin 

Cys 

Leu 

Leu 


35 





40 





45 




Arg Leu 

Gly 

Val 

Leu 

Arg 

Gin 

Asp 

Trp 

Pro 

Asp 

Thr 

Asn 

Arg 

Leu 

Leu 

50 





55 





60 





Gly Ser 

Ala 

Asn 

Val 

Val 

Thr 

Glu 

Ala 

Leu 

Gin 

Arg 

Phe 

Thr 

Arg 

Ala 

65 




70 





75 





80 

Ala Ala 

Asp 

Phe 

Ala 

Thr 

His 

Gly 

Lys 

Leu 

Gly 

Lys 

Leu 

Glu 

Phe 

Ala 




85 





90 





95 


Gin Asp 

Ala 

His 

Gly 

Gin 

Pro 

Asp 

Val 

Ser 

Ala 

Phe 

Asp 

Phe 

Thr 

Ser 



100 





105 





110 



Met Met 

Arg 

Ala 

Glu 

Ser 

Ser 

Ala 

Arg 

val 

Gin 

Glu 

Lys 

His 

Gly 

Ala 


115 





120 





125 




Arg Leu 

Leu 

Leu 

Gly 

Leu 

Val 

Gly 

Asp 

Cys 

Leu 

Val 

Glu 

Pro 

Phe 

Trp 

130 





135 





140 





Pro Leu 

Gly 

Thr 

Gly 

Val 

Ala 

Arg 

Gly 

Phe 

Leu 

Ala 

Ala 

Phe 

Asp 

Ala 
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14 5 





150 




155 





160 

Ala 

Trp 

Met 

Val 

Lys 

Arg 

Trp Ala 

Glu Gly Ala 

Glu 

Ser 

Leu 

Glu 

Val 





165 





170 




175 


Leu 

Ala 

Glu 

Arg 

Glu 

Ser 

Leu 

Tyr 

Gin 

Leu Leu 

Ser 

Gin 

Thr 

Ser 

Pro 




180 





185 




190 



Glu 

Asn 

Met 

His 

Arg 

Asn 

Val 

Ala 

Gin Tyr Gly 

Leu Asp 

Pro 

Ala 

Thr 



195 





200 




205 




Arg Tvr 

Pro 

Asn 

Leu 

Asn 

Leu Arg 

Ala 

Val Thr 

Pro 

Asn 

Gin 

Val 

Arg 


210 





215 




220 





Asp 

Leu 

Tyr 

Asp 

Val 

Leu 

Ala 

Lys 

Glu 

Pro val 

Gin Arg 

Asn 

Asn Asp 

225 





230 




235 





240 

Lys 

Thr 

Asp 

Thr Gly 

Met 

Pro 

Ala 

Thr Gly Ser 

Ala Gly 

Thr 

Gin 

Glu 





245 





250 




255 


Glu 

Leu 

Leu 

Arg 

Trp 

Cys 

Gin 

Glu 

Gin 

Thr Ala 

Gly Tyr 

Pro 

Gly Val 




260 





265 




270 



His 

Val 

Ser 

Asp 

Leu 

Ser 

Ser 

Ser 

Trp Ala Asp 

Gly Leu 

Ala 

Leu Cys 



275 





280 




285 




Ala 

Leu 

Val 

Tyr Arg 

Leu 

Gin 

Pro 

Gly Leu Leu 

Glu 

Pro 

Ser 

Glu 

Leu 


290 





295 




300 





Gin Gly 

Leu 

Gly Ala 

Leu 

Glu 

Ala 

Thr 

Ala Trp 

Ala 

Leu 

Lys 

Val 

Ala 

305 





310 




315 





320 

Glu 

Asn 

Glu 

Leu Gly 

He 

Thr 

Pro 

Val 

Val Ser 

Ala 

Gin 

Ala 

Val 

Val 





325 





330 




335 


Ala Gly 

Ser 

Asp 

Pro 

Leu 

Gly Leu 

lie 

Ala Tyr 

Leu 

Ser 

His 

Phe 

His 




340 





345 




350 



Ser 

Ala 

Phe 

Lys 

Ser 

Met 

Ala 

His 

Ser 

Pro Gly 

Pro 

Val 

Ser 

Gin 

Ala 



355 





360 




365 




Ser 

Pro 

Gly 

Thr 

Ser 

Ser 

Ala 

Val 

Leu 

Phe Leu 

Ser 

Lys 

Leu 

Gin Arg 

- 

370 





375 




380 





Thr 

Leu 

Gin 

Arg 

Ser 

Arg 

Ala 

Lys 

Asp 

Leu Leu 

Gin 

Glu 

Asn 

Ala 

Glu 

385 





390 




395 





400 

Asp 

Ala 

Gly 

Gly Lys 

Lys 

Leu 

Arg 

Leu 

Glu Met 

Glu 

Ala 

Glu 

Thr 

Pro 





405 





410 




415 


Ser 

Thr 

Glu 

Val 

Pro 

Pro 

Asp 

Pro 

Glu 

Pro Gly 

Val 

Pro 

Leu 

Thr 

Pro 




420 





425 




430 



Pro 

Ser 

Gin 

His 

Gin 

Glu 

Ala Gly 

Ala Gly Asp 

Leu Cys 

Ala 

Leu 

Cys 



435 





440 




445 




Gly Glu 

His 

Leu 

Tyr 

Val 

Leu 

Glu 

Arg 

Leu Cys 

val 

Asn 

Gly 

His 

Phe 


450 





455 




460 





Phe 

His 

Arg 

Ser 

Cys 

Phe 

Arg 

Cys 

His 

Thr Cys 

Glu 

Ala 

Thr 

Leu Trp 

465 





470 




475 





480 

Pro Gly 

Gly 

Tyr Glu 

Gin 

His 

Pro 

Gly Asp Gly 

His 

Phe 

Tyr 

Cys 

Leu 





485 





490 




495 


Gin 

His 

Leu 

Pro 

Gin 

Thr 

Asp 

His 

Lys 

Ala Glu 

Gly Ser 

Asp 

Arg Gly 




500 





505 




510 



Pro 

Glu 

Ser 

Pro 

Glu 

Leu 

Pro 

Thr 

Pro 

Ser Glu 

Asn 

Ser 

Met 

Pro 

Pro 



515 





520 




525 




Gly Leu 

Ser 

Thr 

Pro 

Thr 

Ala 

Ser 

Gin Glu Gly 

Ala Gly 

Pro 

Val 

Pro 


530 





535 




540 





Asp 

Pro 

Ser 

Gin 

Pro 

Thr 

Arg Arg 

Gin 

lie Arg 

Leu 

Ser 

Ser 

Pro 

Glu 

545 





550 




555 





560 

Arg 

Gin 

Arg 

Leu 

Ser 

Ser 

Leu 

Asn 

Leu 

Thr Pro 

Asp 

Pro 

Glu 

Met 

Glu 




565 





570 




575 


Pro 

Pro 

Pro 

Lys 

Pro 

Pro 

Arg 

Ser 

Cys 

Ser Ala 

Leu 

Ala 

Arg 

His 

Ala 
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580 





585 





590 



Leu 

Glu 

Ser 

Ser 

Phe 

Val 

Gly 

Trp 

Gly 

Leu 

Pro 

Val 

Gin 

Ser 

Pro 

Gin 



595 





600 





605 




Ala 

Leu 

Val 

Ala 

Met 

Glu 

Lys 

Glu 

Glu 

Lys 

Glu 

Ser 

Pro 

Phe 

Ser 

Ser 


eio 





615 





620 





Glu 

Glu 

Glu 

Glu 

Glu 

Asp 

Val 

Pro 

Leu 

Asp 

Ser Asp 

val 

Glu 

Gin 

Ala 

625 





630 





635 





640 

Leu 

Gin 

Thr 

Phe 

Ala 

Lys 

Thr 

Ser 

Gly 

Thr 

Met 

Asn 

Asn 

Tyr 

Pro 

Thr 





645 





650 





655 


Trp Arg 

Arg 

Thr 

Leu 

Leu 

Arg 

Arg 

Ala 

Lys 

Glu 

Glu 

Glu 

Met 

Lys 

Arg 




660 





665 





670 



Phe 

Cys 

Lys 

Ala 

Gin 

Thr 

lie 

Gin 

Arg 

Arg 

Leu 

Asn 

Glu 

lie 

Glu 

Ala 



675 





680 





685 




Ala 

Leu 

Arg 

Glu 

Leu 

Glu 

Ala 

Glu 

Gly 

Val 

Lys 

Leu 

Glu 

Leu 

Ala 

Leu 


690 





695 





700 





Arg 

Arg 

Gin 

Ser 

Ser 

Ser 

Pro 

Glu 

Gin 

Gin 

Lys 

Lys 

Leu 

Trp 

Val 

Gly 

705 





710 





715 





720 

Gin 

Leu 

Leu 

Gin 

Leu 

Val 

Asp 

Lys 

Lys 

Asn 

Ser 

Leu 

Val 

Ala 

Glu 

Glu 





725 





730 





735 


Ala 

Glu 

Leu 

Met 

He 

Thr 

Val 

Gin 

Glu 

Leu 

Asn 

Leu 

Glu 

Glu 

Lys 

Gin 




740 





745 





750 



Trp 

Gin 

Leu 

Asp 

Gin 

Glu 

Leu 

Arg 

Gly 

Tyr 

Met 

Asn 

Arg 

Glu 

Glu 

Asn 



755 





760 





765 




Leu Lys 

Thr 

Ala 

Ala 

Asp 

Arg 

Gin 

Ala 

Glu 

Asp 

Gin 

Val 

Leu 

Arg 

Lys 


770 





775 





780 





Leu 

Val 

Asp 

Leu 

Val 

Asn 

Gin 

Arg 

Asp 

Ala 

Leu 

lie 

Arg 

Phe 

Gin 

Glu 

785 





790 





795 





800 

Glu 

Arg 

Arg 

Leu 

Ser 

Glu 

Leu 

Ala 

Leu 

Gly 

Thr Gly 

Ala 

Gin 

Gly 






805 





810 





815 



<210> 6193 

<211> 2893 

<212> DNA 

<213> Homo sapiens 

<400> 6193 

nntgtatttt aaaacttgtt tttttagttt cattctgaga aattacattg agggtagagc 
60 

ctgttcatta ccttatccat gcatttttct gcttatttaa attattttac ttcaccaagc 
120 

cattcatttt tttagaacat ccttcaaaga gttcatgcat cttactgagg acacctgacc 
180 

ttttgaagct tcataattca catctagatg tcaccggtct ttcccatgtt aacagttctg 
240 

accatgtttt attatatatg ccttcggcgc cgagccagga cagctacaag aggagaaatg 
300 

atgaacaccc atagagctat agaatcaaac agccagactt cccctctcaa tgcagaggta 
360 

gtccagtatg ccaaagaagt agtggatttc agttcccatt atggaagtga gaatagtatg 
420 

tcctatacta tgtggaattt ggctggtgta ccaaatgtat tcccaagttc tggtgacttt 
480 

actcagacag ctgtgtttcg aacttatggg acatggtggg atcagtgtcc tagtgcttcc 
540 
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ttgccattca 

600 

agaggacgcc 

acctaatttt 

cagagccagg 

actatgtgga 

acttactttt 

gaacaacagg 

660 

tgtatcctac 

agctgtacat 

gttctagaaa 

cctatcatcc 

cggagcagtc 

attagaattc 

720 

tcgcttgttc 

tgcaaatcct 

tattccccaa 

atccaccagc 

tgaagtaaga 

tgggagattc 

780 

tttggtcaga 

gagacctacg 

aaggtgaatg 

cttcccaagc 

tcgccagttt 

aaaccttgta 

840 

ttaagcagat 

aaatttcccc 

acaaatctta 

tacgactgga 

agtaaatagt 

tctcttctgg 

900 

aatattacac 

tgaattagat 

gcagttgtgc 

tacatggtgt 

gaaggacaag 

ccagtgcttt 

960 

ctctcaagac 

ttcacttatt 

gacatgaatg 

atatagaaga 

tgatgcctat 

gcagaaaagg 

1020 

atggttgtgg 

aatggacagt 

cttaacaaaa 

agtttagcag 

tgctgtcctc 

ggggaagggc 

1080 

caaataatgg 

gtattttgat 

aaactacctt 

atgagcttat 

tcagctgatt 

ctgaatcatc 

1140 

ttacactacc 

agacctgtgt 

agattagcac 

agacttgcaa 

actactgagc 

cagcattgct 

1200 

gtgatcctct 

gcaatacatc 

cacctcaatc 

tgcaaccata 

ct 999 caaaa 

ctagatgaca 

1260 

cttctctgga 

atttctacag 

tctcgctgca 

ctcttgtcca 

gtggcttaat 

ttatcttgga 

1320 

ctggcaatag 

aggcttcatc 

tctgttgcag 

gatttagcag 

gtttctgaag 

gtttgtggat 

1380 

ccgaattagt 

acgccttgaa 

ttgtcttgca 

gccactttct 

taatgaaact 

tgcttagaag 

1440 

ttatttctga 

gatgtgtcca 

aatctacagg 

ccttaaatct 

ctcctcctgt 

gataagctac 

1500 

cacctcaagc 

tttcaaccac 

attgccaagt 

tatgcagcct 

taaacgactt 

gttctctatc 

1560 

gaacaaaagt 

agagcaaaca 

gcactgctca 

gcattttgaa 

cttctgttca 

gagcttcagc 

1620 

acctcagttt 

aggcagttgt 

gtcatgattg 

aagactatga 

tgtgatagct 

agcatgatag 

1680 

gagccaagtg 

taaaaaactc 

cggaccctgg 

atctgtggag 

atgtaagaat 

attactgaga 

1740 

atggaatagc 

agaactggct 

tctgggtgtc 

cactactgga 

ggagcttgac 

cttggctggt 

1800 

gcccaactct 

gcagagcagc 

accgggtgct 

tcaccagact 

ggcacaccag 

ctcccaaact 

1860 

tgcaaaaact 

ctttcttaca 

gctaatagat 

ctgtgtgtga 

cacagacatt 

gatgaattgg 

1920 

catgtaattg 

taccaggtta 

cagcagctgg 

acatattagg 

aacaagaatg 

gtaagtccgg 

1980 

catccttaag 

aaaactcctg 

gaatcttgta 

aagatctttc 

tttacttgat 

gtgtccttct 

2040 

gttcgcagat 

tgataacaga 

gctgtgctag 

aactgaatgc 

aagctttcca 

aaagtgttca 

2100 

taaaaaagag 

ctttactcag 

tgacttaata 

tatgttctgt 

attaaaatta 

atgtgctttg 

2160 

ttggggttta 

attttgggat 

tggttttggg 

ttttgttttt 

agttgtttta 
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atggtaagaa ttaagacatt tgtagatttt aaagaaaaat atgaaattgt ccattaaatc 
2220 

aagtaaaaat gtgcacaaat gttttcataa aatactgcaa gcacttctct tcaagaatat 
2280 

gagtggatat tatttttacc ttatgttaat cagtgatatg ctttagtcaa taatatgatt 
2340 

gataaaagaa taacatggaa tcatgctaac ttattttcaa aggaacactg agcaataaag 
2400 

tatcgtggca tttatgcaaa aaaaaaagtt aattttttac accttcatgt aaggatgtct 
2460 

tattaagcct gtgacctggc aagtgttttg tttggtatgt acaaaatggt cagagctagt 
2520 

tggagaatga gacatgcttt tccagctgtt tggttatttc tctggattaa ctgttcaact 
2580 

ggaaaatttt tagtttttct agccaggtgt ggtggcacac acttgtagtc ctagcgacac 
2640 

gggaggtgga ggcaggagga ttacttgaga tgggattttg agactctagt gtacttatga 
2700 

ttgcacctgt gagcagccac tgcactccaa cctgggcaat atagcgagtc cctttctctt 
2760 

aaaaaaaatt gtagtgtttc cacttttctt ctgatatttt tgtctatttc actactggat 
2820 

aatgccaata taaaaatttg ggtataatca agaataagag gtaaactact aaataaaaaa 
2880 

agctttccaa ctg 
2893 

<210> 6194 
<211> 621 
<212> PRT 

<213> Homo sapiens 
<400> 6194 

Met Ser Pro Val Phe Pro Met Leu Thr Val Leu Thr Met Phe Tyr Tyr 
15 10 15 

lie Cys Leu Arg Arg Arg Ala Arg Thr Ala Thr Arg Gly Glu Met Met 
20 25 30 

Asn Thr His Arg Ala lie Glu Ser Asn Ser Gin Thr Ser Pro Leu Asn 
35 40 45 

Ala Glu Val Val Gin Tyr Ala Lys Glu Val Val Asp Phe Ser Ser His 
50 55 60 

Tyr Gly Ser Glu Asn Ser Met Ser Tyr Thr Met Trp Asn Leu Ala Gly 

65 70 75 80 

Val Pro Asn Val Phe Pro Ser Ser Gly Asp Phe Thr Gin Thr Ala Val 

85 90 95 

Phe Arg Thr Tyr Gly Thr Trp Trp Asp Gin Cys Pro Ser Ala Ser Leu 
100 105 110 

Pro Phe Lys Arg Thr Pro Pro Asn Phe Gin Ser Gin Asp Tyr val Glu 
115 120 125 

Leu Thr Phe Glu Gin Gin Val Tyr Pro Thr Ala Val His Val Leu Glu 
130 135 140 

Thr Tyr His Pro Gly Ala Val He Arg lie Leu Ala Cys Ser Ala Asn 

145 150 155 160 

Pro Tyr Ser Pro Asn Pro Pro Ala Glu Val Arg Trp Glu lie Leu Trp 
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165 





170 





175 


Ser 

Glu 

Arg 

Pro 

Thr 

Lys 

Val 

Asn 

Ala 

Ser 

Gin 

Ala 

Arg 

Gin 

Phe 

Lys 




180 





185 





190 



Pro 

Cys 

lie 

Lys 

Gin 

lie 

Asn 

Phe 

Pro 

Thr 

Asn 

Leu 

lie 

Arg 

Leu 

Glu 



195 





200 





205 




Val 

Asn 

Ser 

Ser 

Leu 

Leu 

Glu 

Tyr 

Tyr 

Thr 

Glu 

Leu 

Asp 

Ala 

Val 

Val 


210 





215 





220 





Leu 

His 

Gly 

Val 

Lys 

Asp 

Lys 

Pro 

Val 

Leu 

Ser 

Leu 

Lys 

Thr 

Ser 

Leu 

225 





230 





235 





240 

lie Asp 

Met 

Asn 

Asp 

lie 

Glu 

Asp 

Asp 

Ala 

Tyr 

Ala 

Glu 

Lys 

Asp 

Gly 





245 





250 





255 


Cys Gly 

Met 

Asp 

Ser 

Leu 

Asn 

Lys 

Lys 

Phe 

Ser 

Ser 

Ala 

Val 

Leu 

Gly 




260 





265 





270 



Glu Gly 

Pro 

Asn 

Asn 

Gly 

Tyr 

Phe 

Asp 

Lys 

Leu 

Pro 

Tyr 

Glu 

Leu 

lie 



275 





280 





285 




Gin 

Leu 

lie 

Leu 

Asn 

His 

Leu 

Thr 

Leu 

Pro 

Asp 

Leu 

Cys 

Arg 

Leu 

Ala 


290 





295 





300 





Gin 

Thr 

Cys 

Lys 

Leu 

Leu 

Ser 

Gin 

His 

Cys 

Cys 

Asp 

Pro 

Leu 

Gin 

Tyr 

305 





310 





315 





320 

He 

His 

Leu 

Asn 

Leu 

Gin 

Pro 

Tyr 

Trp 

Ala 

Lys 

Leu 

Asp 

Asp 

Thr 

Ser 





325 





330 





335 


Leu 

Glu 

Phe 

Leu 

Gin 

Ser 

Arg 

Cys 

Thr 

Leu 

Val 

Gin 

Trp 

Leu 

Asn 

Leu 




340 





345 





350 



Ser Trp 

Thr 

Gly 

Asn 

Arg 

Gly 

Phe 

lie 

Ser 

Val 

Ala 

Gly 

Phe 

Ser 

Arg 



355 





360 





365 




Phe 

Leu 

Lys 

Val 

Cys 

Gly 

Ser 

Glu 

Leu 

Val 

Arg 

Leu 

Glu 

Leu 

Ser 

Cys 


370 





375 





380 





Ser 

His 

Phe 

Leu 

Asn 

Glu 

Thr 

Cys 

Leu 

Glu 

Val 

lie 

Ser 

Glu 

Met 

Cys 

385 





390 





395 





400 

Pro 

Asn 

Leu 

Gin 

Ala 

Leu 

Asn 

Leu 

Ser 

Ser 

Cys 

Asp 

Lys 

Leu 

Pro 

Pro 





405 





410 





415 


Gin 

Ala 

Phe 

Asn 

His 

lie 

Ala 

Lys 

Leu 

Cys 

Ser 

Leu 

Lys 

Arg 

Leu 

Val 




420 





425 





430 



Leu 

Tyr 

Arg 

Thr 

Lys 

Val 

Glu 

Gin 

Thr 

Ala 

Leu 

Leu 

Ser 

lie 

Leu 

Asn 



435 





440 





445 




Phe 

Cys 

Ser 

Glu 

Leu 

Gin 

His 

Leu 

Ser 

Leu 

Gly 

Ser 

Cys 

Val 

Met 

lie 


450 





455 





460 





Glu 

Asp 

Tyr 

Asp 

Val 

He 

Ala 

Ser 

Met 

lie 

Gly 

Ala 

Lys 

Cys 

Lys 

Lys 

465 





470 





475 





480 

Leu Arg 

Thr 

Leu 

Asp 

Leu 

Trp 

Arg 

Cys 

Lys 

Asn 

lie 

Thr 

Glu 

Asn 

Gly 





485 





490 





495 


lie 

Ala 

Glu 

Leu 

Ala 

Ser 

Gly 

Cys 

Pro 

Leu 

Leu 

Glu 

Glu 

Leu 

Asp 

Leu 




500 





505 





510 



Gly Trp 

Cys 

Pro 

Thr 

Leu 

Gin 

Ser 

Ser 

Thr 

Gly 

Cys 

Phe 

Thr 

Arg 

Leu 



515 





520 





525 




Ala 

His 

Gin 

Leu 

Pro 

Asn 

Leu 

Gin 

Lys 

Leu 

Phe 

Leu 

Thr 

Ala 

Asn 

Arg 


530 





535 





540 





Ser 

Val 

Cys 

Asp 

Thr 

Asp 

lie 

Asp 

Glu 

Leu 

Ala 

Cys 

Asn 

Cys 

Thr 

Arg 

545 





550 





555 





560 

Leu 

Gin 

Gin 

Leu 

Asp 

lie 

Leu 

Gly 

Thr 

Arg 

Met 

Val 

Ser 

Pro 

Ala 

Ser 





565 





570 





575 


Leu Arg 

Lys 

Leu 

Leu 

Glu 

Ser 

Cys 

Lys 

Asp 

Leu 

Ser 

Leu 

Leu 

Asp 

Val 




580 





585 





590 



Ser 

Phe 

Cys 

Ser 

Gin 

lie 

Asp 

Asn 

Arg 

Ala 

Val 

Leu 

Glu 

Leu 

Asn 

Ala 
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595 600 605 

Ser Phe Pro Lys Val Phe lie Lys Lys Ser Phe Thr Gin 
610 615 620 

<210> 6195 
<211> 518 
<212> DNA 

<213> Homo sapiens 
<400> 6195 

ggatcccaag agatattttc tgagctgaac tatgtggtca cagaaggcca gctcccagca 
60 

gcacgggact atgagggttc gccctgttct gtgtagcccc agctggttcc ctggggaaaa 
120 

gtttccactt ctgctgtcaa gaaccacaag ggtcaagccc catccctaca aataccaagt 
180 

acatccaaat tcttcactgg cacagaaatg gtgttacatc cactgggaac aaacctgcat 
240 

ccccacccca aggcatgtga caacagggac tgctaatgag ctttgtccgg gtaactcatt 
300 

cacgccatca tcttgctctt tccatagtca cttattaagc acaaactatg ccaaaaacta 
360 

tgtccagcac cgcacaggat ggtaaaatgc cctgaggggc cacccccatc tgactcccgt 
420 

tgagcggagt gggcagccct gcctgggagc tccagcctcc tgcacccacg tgcccccttg 
480 

ttatctctgc ctggatgcct cacaggcatc tcacgcgt 
518 

<210> 6196 
<211> 117 
<212> PRT 

<213 > Homo sapiens 
<400> 6196 

Met Trp Ser Gin Lys Ala Ser Ser Gin, Gin His Gly Thr Met Arg Val 
15 10 15 

Arg Pro Val Leu Cys Ser Pro Ser Trp Phe Pro Gly Glu Lys Phe Pro 
20 25 30 

Leu Leu Leu Ser Arg Thr Thr Arg Val Lys Pro His Pro Tyr Lys Tyr 
35 40 45 

Gin Val His Pro Asn Ser Ser Leu Ala Gin Lys Trp Cys Tyr lie His 
50 55 60 

Trp Glu Gin Thr Cys lie Pro Thr Pro Arg His Val Thr Thr Gly Thr 

65 70 75 80 

Ala Asn Glu Leu Cys Pro Gly Asn Ser Phe Thr Pro Ser Ser Cys Ser 

85 90 95 

Phe His Ser His Leu Leu Ser Thr Asn Tyr Ala Lys Asn Tyr Val Gin 
100 105 110 

His Arg Thr Gly Trp 
115 

<210> 6197 
<211> 2841 
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<212 > DNA 
<213 > Homo 

<400> 6197 

sapiens 





nagcattctt 

60 

ggggctgggc 

120 

ccatctgtag 

atgtttcagc 

tgctgtacaa 

gggagtccca 

tttcaggtgt 

atggtcactc 

ctgctggatg 

tctggaaggt 

gaaaaccaag 

gacctaggga 

aataccaggt 

180 

acagcctttc 

cccgctcatc 

cagagcagga 

caaacaggcc 

aggtggtatc 

aggagcccag 

240 

gtctccagct 

ggagggaatg 

tcaaccctgc 

agtgggagca 

ggggcccatc: 

acgcatccta 

300 

ggcacagatg 

ctaatgcagg 

cactgcaggt 

aagctgggct 

tggtatcctt 

ccctggcttc 

360 

agaaagaagc 

caacaaggag 

cgttttgcag 

aatgaaacct 

ttgtttccag 

aagcactgct 

420 

gactgtaagt 

ggttgccgtt 

tgtggcagtg 

agcattttgt 

ccattctgag 

gttggattgg 

480 

tttctccttt 

tggccttgcc 

ctgccctaca 

gaccataaag 

gagaacagca 

agaagccccc 

540 

agcaaacatc 

cacagatggc 

cctggacatc 

agccacattc 

tgaggaacat 

gtcatgttct 

600 

gggagggcta 

aggcatcaag 

taaggcctgt 

ggggctggag 

gatcacaggg 

caggtggggc 

660 

aatccagagc 

catgggggct 

tcccatggga 

attgggaggt 

cccaaggcag 

agtcagaggt 

720 

tccacaggag 

gagtcagaga 

gtcaccaagg 

gctctcctgg 

cccagggagc 

agtcaacacc 

780 

atggactgaa 

cacccactgg 

gctccaaccc 

ttgggccagg 

ctggggcatg 

tggggccagg 

840 

aggcagctca 

gagtgggagg 

cagagagaga 

agtgtgttca 

gagggcaccc 

atatctggat 

900 

gtaatgtggt 

cctgagactc 

tggctgggaa 

gtgcttccag 

ggtttcatat 

gtgttatgca 

960 

gctacttcct 

ctccccaacc 

ttaccgtgca 

ggaatcccag 

tgaatatgtt 

gccaccatct 

1020 

tggagctcag 

tgccctcata 

gtgtaacagc 

accagcagat 

ctgcctgtgc 

acagacttcc 

1080 

tgtactacct 

cactcctgag 

gggagatgct 

tctgcagggc 

ctgcgacctg 

gtgcacaact 

1140 

ttnnagacac 

catcatcctg 

gagcggcact 

gcaccctcac 

tagccagggt 

gttgatgact 

1200 

tcctcaatgc 

caaggccacg 

ttcaagattt 

tcgacttcag 

tgatgcgttt 

gtgctgagca 

1260 

aggtgggctt 

ctccgggatt 

ttagttcagg 

aggtagaatg 

cagcttgaga 

tcaagtgtct 

1320 

gatcaaataa 

cttgaacttg 

atctggagag 

ctctggggag 

ccatagaagt 

tgttggataa 

1380 

aggagggaca 

gtcgtatatg 

ttttagagat 

gactgtggaa 

ggctgcctgg 

aaggagtgaa 

1440 

caagagccag 

gagaccaggg 

agggagcttg 

tggggcaggt 

ctggagatga 

caagggaggg 

1500 

atcctgcttt 

gatgaaaggt 

cttcagggaa 

tgtctcaggt 

tacactcagg 
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tgtcctcaga gctagtgtgt 
1560 

tcagacaaga acatataaat 
1620 

gtggactact gtgggaatag 
1680 

cactccattc tgcccttcct 
1740 

caacctctgg tgctgaagca 
1800 

agccagtggc ctctactgga 
1860 

tgccaccacg tggtgcaaga 
1920 

tcctgctccc tccatggacc 
1980 

ctgaggaagg aagcatgaag 
2040 

ggtctttaat cctgagatgg 
2100 

ctcagccatt ttgcaaaccc 
2160 

aagcatcctt cctgaccacc 
2220 

gcccaacagc ctgactgcag 
2280 

gcccagaccc ctccttccca 
2340 

ggcactaagc tgatttcctc 
2400 

agccgtcaac tgtctttcta 
2460 

atagctctac ctctccattt 
2520 

acccagaatt acacagccag 
2580 

ccagaactca tgtcttcctg 
2640 

cccacaggct tgtcctagga 
2700 

caaaagaaga actgttcacc 
2760 

tatatttttt caaagtttca 
2820 

aagcacagag gcatatagaa 
2841 

<210> 6198 

<211> 124 

<212> PRT 

<213> Homo sapiens 

<400> 6198 

Met Gly Ala Ser His G 


tcaggggtct tgcctccagg 
gaaggctggc atcttcgtga 
gggtctctcc atccagggac 
ttccctccca ttctgagggc 
gccgagagac ccaagcctgc 
tcctgtacaa cctcagaaga 
gttctgaggg accgcaattc 
tgcacagaat tgtcccatgt 
gacgcagagg tcaggccatt 
cttcaggggc tggtccttct 
tggtcagaat gaaacattcc 
tgactgcgga aacatcctta 
gaacatcctt gccatatcct 
gtcccatgat cgccccagcc 
ctctgcaggg ttttgctagt 
tgtctttctt taacccttgc 
taccaaggag gatatgagac 
tgagtcacag aacttgaact 
agagtccagg gaaggaaagg 
gaccacatgc agactcctgg 
tgtgctgcat cagctaagtg 
ttttagtaac tagatttctc 
a 


Asn Trp Glu Val Pro 


atgaaaatga gaaggagttg 
gtgccaatcg ttgtcctggt 
atggtggatg gaccctacat 
ctcagtgcaa gggcgctgtc 
cactcaggat atgacagcac 
cacctagaca ctgggagtgc 
tgaagacatt gaatgctgct 
ttctgtttgt ttgggcacca 
ctattgccct cctgctgctg 
ccatggcccc ctccacatat 
ttgggaaoto gggccatgag 
tcgcatcctc ccgggcgaag 
gccgggcagc aagctctacc 
tgtgagcggc agttggtgat 
aataaaggtg ttgctgttga 
cttgccttca aaatctaaca 
tcaaggagag caagagactt 
tgagctcagt tcagctgaat 
tggaactgca gccagtgggt 
gaattgtgtc ctcttgggca 
tccccattgt cccaaattgt 
acagctcagt gttgaaaaca 


Axg Gin Ser Gin Arg 
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15 10 15 

Phe His Arg Arg Ser Gin Arg Val Thr Lys Gly Ser Pro Gly Pro Gly 
20 25 30 

Ser Ser Gin His His Gly Leu Asn Thr His Trp Ala Pro Thr Leu Gly 
35 40 45 

Pro Gly Trp Gly Met Trp Gly Gin Glu Ala Ala Gin Ser Gly Arg Gin 
50 55 60 

Arg Glu Lys Cys Val Gin Arg Ala Pro lie Ser Gly Cys Asn Val Val 

65 70 75 80 

Leu Arg Leu Trp Leu Gly Ser Ala Ser Arg Val Ser Tyr Val Leu Cys 

85 90 95 

Ser Tyr Phe Leu Ser Pro Thr Leu Pro Cys Arg Asn Pro Ser Glu Tyr 
100 105 110 

Val Ala Thr lie Leu Glu Leu Ser Ala Leu lie Val 


115 120 

<210> 6199 

<211> 1777 

<212> DNA 

<213 > Homo sapiens 

<400> 6199 ■ 

ctgcttttcc cagcagtatt agtgtccccc 
60 

tgccccatcc caccttacaa cactctggcc 
120 

ggaggcaatc ccaggggcct gcctgataga 
180 

ctcctttatc ctgcactgcc accctctatt 
240 

aagcccagcc aaagcactga gttccccctt 
300 

agcacaaatt ttggggtcca tgtagcatgg 
360 

gcccagcctc agcataccca ccgaggcagc 
420 

caggagtcag cacttggacc tagggatgtg 
480 

gtgggcacta ctgctgggcc cacagacaca 
540 

cagagagatg aggacatttt gcttctcctt 
600 

ttgctggaaa tgaaataaac ttggtatgaa 
660 

gcctcttgtt gccctccctg tccttgcccc 
720 

cagattttga tattgttcta atgtgtaata 
780 

gtctgaaaag cagcagcaca gagtaggtga 
840 

cccagtacgt gtgcccacag tggacacact 
900 

gtgtacacgc atgtacacac gcatgcatgc 
960 


aggcagggga ccttttccac attacatcac 
cctctgcttg gtcccctttt tccccaggca 
ggcatttcct gtccctgtct cctcctgcat 
ccccattctg tgttggactt tgaaggcccc 
aagacacctc cacaccctcc ccacaagcaa 
gccacgtagg aggctcctga cttgccaggg 
tgccagcctg ggctgagggt gggcatgagg 
aggttttctg tgccccaagt ttgtgggaag 
gccagctggc aaaagggagg tctagcccag 
catgcccaca gcatgagctg agcttctgct 
ttgtgccaag gcctccccag ttgtcatcct 
ccaccccaca cccatgcccc tgtttcctta 
gaaccagccg agtccccttt tatcagaagg 
acacaggcct gcaagtgcga ccacctcaga 
cacacctcca acacacccac gcgcaggcat 
acagccagat ggccactcag cacagatgtg 
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gcagagggaa 

1020 

tggtctgatc 

ctgctgaaag 

ccattaagga 

gaaacgaatt 

tcccagtgcc 

cgggctgcaa 

1080 

gagagcctta 

taggggccct 

gtttcctggg 

catgcgcttc 

ctctgccagc 

caacccccac 

1140 

ttgcccaagt 

cactggtgca 

ataacttttc 

tgccttcctc 

agagcagaga 

aattgggaat 

1200 

tgtgttaggt 

gggtgtgggc 

agctctgctg 

agccaagcag acacggatgt 

cccctcttct 

1260 

gggaggaggg 

tagtgctccc 

aggcctcagg 

agtccagaca 

gagaccccca 

aagcctgact 

1320 

gccaacagaa 

accctctcct 

agtgaggggc 

aggtgggtgt 

gcccnncagg 

tccccacacc 

1380 

cacagggagg 

cttcacacac 

tgcccagtac 

cggggatgoc 

aggaggcagg 

cccctctgct 

1440 

gctgccactg 

ctgccaacac 

tgcccagctt 

gtgaggccag 

gaggagcccc 

tgtcccactc 

1500 

ggtgctgctg 

ctcttctgac 

ccctgctgtg 

aggaatggga 

ttcttggtcg 

aaaaaattgg 

1560 

ttttcctttt 

ttgtataaat 

gaaaagaatc 

caggagaagc 

tgccaccctc 

ccctcccagc 

1620 

gtgatgcgct 

accttgcttc 

ggcgtottgt 

cgccctttcc 

gcctttggtc 

cagggacagc 

1680 

ccagcagatc 

ctcctggttc 

tgacctgggg 

ggtgtttgca 

tcaccccctt 

ttacttgtat 

1740 

tttataaata 

taaaaaaaaa 

aagtgtttaa 

tgatgggttg 

aacaaaaaaa 

aaaatgtact 

aaaaaaa 

gaggattaaa 

aatgtacttt 


1777 

<210 > 6200 
<211> 164 
,<212> PRT 
<213 > Homo sapiens 


<400> 6200 


Val 

Gly 

Val 

Gly Ser 

Ser 

Ala 

Glu 

Pro 

Ser 

Arg 

His 

Gly 

Cys 

Pro 

Leu 

1 




5 





10 





15 


Phe 

Trp 

Glu 

Glu Gly 

Ser 

Ala 

Pro 

Arg 

Pro 

Gin 

Glu 

Ser 

Arg 

Gin 

Arg 




20 





25 





30 



Pro 

Pro 

Lys 

Pro 

«Asp 

Cys 

Gin 

Gin 

Lys 

Pro 

Ser 

Pro 

Ser 

Glu 

Gly 

Gin 



35 





40 





45 




Val 

Gly 

Val 

Pro 

Xaa 

Arg 

Ser 

Pro 

His 

Pro 

Gin 

Gly 

Gly 

Phe 

Thr 

His 


50 





55 





60 





Cys 

Pro 

Val 

Pro 

Gly 

Met 

Pro 

Gly 

Gly 

Arg 

Pro 

Leu 

Cys 

Cys 

Cys 

His 

65 





70 





75 





80 

Cys 

Cys 

Gin 

His 

Cys 

Pro 

Ala 

Cys 

Glu 

Ala 

Arg 

Arg 

Ser 

Pro 

Cys 

Pro 





85 





90 





95 


Thr 

Arg 

Cys 

Cys 

Cys 

Ser 

Ser 

Asp 

Pro 

Cys 

Cys 

Glu 

Glu 

Trp 

Asp 

Ser 




100 





105 





110 



Trp 

Ser 

Lys 

Lys 

Leu 

Val 

Phe 

Leu 

Phe 

Cys 

He 

Asn 

Glu 

Lys 

Asn 

Pro 



115 





120 





125 




Gly Glu 

Ala 

Ala 

Thr 

Leu 

Pro 

Ser 

Gin 

Arg 

Asp 

Ala 

Leu 

Pro 

Cys 

Phe 


130 





135 





140 





Gly val 

Leu 

Ser 

Pro 

Phe 

Pro 

Pro 

Leu 

Val 

Gin 

Gly 

Gin 

Pro 

Ser 

Arg 
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145 ISO 

Ser Ser Trp Phe 


<210> 6201 

<211> 604 

<212 > DNA 

<213> Homo sapiens 

<400> 6201 

acgcgtgggc atgtgcacgt gtgtgcctgt 
60 

tgtgctgagg acagcgtgag ttttcacaga 
120 

ccaggacaag accagccctg atgggagaag 
180 

ccttagctcc ctcagacaga atgcgggatc 
240 

agtggacgct ggggagagga gcagagtggg 
300 

gcagggagga gttcggtggg aagggacagc 
360 

ggggtatgac tggcaggcac acaaatgtct 
420 

ctcccagagg agggagtgga gagggagagc 
480 

atcacgcagg tgcacagggt gaacgtcagg 
540 

gactggctga aacgaactca cacagaattt 
600 
gccg 
604 

<210 > 6202 
<211> 124 
<212> PRT 

<213> Homo sapiens 
<400> 6202 

Met Gly Glu Ala Arg Gly Pro Arg 
1 5 

Pro Ser Asp Arg Met Arg Asp Arg 
20 

Gly Gin Trp Thr Leu Gly Arg Gly 
35 40 

Ala Gly Leu Arg Gly Cys Arg Glu 
50 55 

Gin Ser Leu Ser Cys Ala Ser Trp 
65 70 

Thr Asn Val Ser Gin Gly Arg Trp 
85 

Gly Gly Ser Gly Glu Gly Glu Pro 
100 

Gly Asp His Ala Gly Ala Gin Gly 


155 160 


gcatgcgtga atatgcgtgt gtgtgcgtgc 
agcaggtaaa aagttccaca ggaacagaga 
ccagaggacc cagaggaact tccaggaggc 
gcaatgccca gcaaagggca attcaaggac 
cagctctcag gagggcagga ctgcgaggct 
ctcagagcct aagctgcgcc tcctgggaaa 
ctcaaggaag gtgggcctgg ggccacagag 
ccgcagagga gagaccaggc agggctggcg 
actgaaacgg aagacaatgt ccccatgcaa 
ttaagaggct cctgtgttgg gtgaaaaccg 


Gly Thr Ser Arg Arg Pro Leu Ala 
10 15 

Asn Ala Gin Gin Arg Ala lie Gin 
25 30 

Ala Glu Trp Ala Ala Leu Arg Arg 
45 

Glu Phe Gly Gly Lys Gly Gin Pro 
60 

Glu Arg Gly Met Thr Gly Arg His 
75 80 

Ala Trp Gly His Arg Ala Pro Arg 
90 95 

Ala Glu Glu Arg Pro Gly Arg Ala 
105 110 

Glu Arg Gin Asp 
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115 

<210> 6203 
<211> 3462 
<212 > DNA 

<213 > Homo sapiens 
<400> 6203 

nnaccgttgc ggccgcaggg 
60 

tagcgggagc ccggccggag 
120 

gacggattgg gaggtttgtc 
180 

tactttgctg ctccctcagc 
240 

gtagaagtgt ccagcgacag 
300 

atcgacgatg gccaccgcct 
360 

atcgagaagg cgtatgcgca 
420 

gagaaagggc cccagtacgg 
480 

gagagggtga gcgagctgca 
540 

aagatcaaga actggcagaa 
600 

accaaggaag ctgaggacgg 
660 

gaggtagaag cagcaaagaa 
720 

tcacgagaag ccaacagcaa 
780 

caagacaaaa tagaaaagtg 
840 

tccctgaagg aactcgacca 
900 

gagcagtgcc agcagttcga 
960 

gttcagaagc acctagacct 
1020 

gagcagagca tcagagcagc 
1080 

gggccgggca tggccatgaa 
1140 

accctcagcc ggagagagaa 
1200 

cagacaggcg accagtctct 
1260 

cccgcccagt ctgcgcagtc 
1320 

ggcagcaccg tcagtgagaa 
1380 


120 


gtctgggcag ggctgggcag 
ctgggtctgg agacgccgtg 
tacagatttt gagcgttcga 
ctttgaaaaa atgtctgtca 
cttctgggag gtcgggaact 
gtgcagcgac ctcatgaact 
gcagctcact gagtgggccc 
gaccgtggag aaggcctgga 
cctcgaggtg aaggcctcac 
ggaagccttt cacaagcaga 
ctttcggaag gcacagaagc 
agcccaccat gcagcgtgca 
ggcagaccca tccctcaacc 
caagcaagat gttcttaaga 
gggcacaccc cagtacatgg 
ggagaaacgc cttcgcttct 
gtccaatgtg gctggctaca 
tgatgcagtg gaggacctga 
ctggccgcag tttgaggagt 
gaagaaggcc actgacggcg 
gccgagtaag cccagcagca 
acagtccagc tacaacccct 
ggacgacact aaggccaaaa 


tgctgccgga gcaaaagcgg 
gcagcctgaa cggagtgtgc 
agttgacccc tgactaagta 
catatgatga ttccgttgga 
acaagcggac tgtgaagcgg 
gcctgcatga gcgggcgcgc 
ggcgctggag gcagctcgtg 
tggccttcat gtccgaggca 
tgatgaacga tgacttcgag 
tgatgggcgg cttcaaggag 
cctgggccaa gaagctgaaa 
aagaggagaa gctggctatc 
ctgaacagct caagaaattg 
ccaaagagaa gtatgagaag 
agaacatgga gcaggtgttt 
tccgggaggt tctgctggag 
aagccattta ccatgacctg 
ggtggttceg agccaatcac 
ggtccgcaga cctgaatcga 
tcaccctgac gggcatcaac 
cccttaatgt cccgagcaac 
tcgaggatga ggacgacacg 
atgtgagcag ctacgagaag 
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acccagagct atcccaccga 
1440 

gatgccaatg gggactcgaa 
1500 

gtccgggccc tgtatgacta 
1560 

gatgagctga ccaagatgga 
1620 

aacgggcaag ttggcctata 
1680 

gacaggccag cggggggacg 
1740 

tccactcctt ttcctgcaag 
1800 

gaaggcagat gagctggtca 
1860 

ggatctgagc gcaggaagac 
1920 

cctgttggcc tatcatagat 
1980 

gtgggttaca ctgatcttgt 
2040 

ttaaatgaac aagcttacat 
2100 

ctgtgtacag ttatactttt 
2160 

tgatgcgcac cagtcttgag 
2220 

gccgtgtgta ggcttagcct 
2280 

gtgggaccgg gttatggtcg 
2340 

aatggaagct ttacatagaa 
2400 

attttcactc tattcttgct 
2460 

attcagagtt aaaaagaaga 
2520 

ttagactgtc atgtctcagt 
2580 

gcactcgtct actgttttaa 
2640 

ctgcttgaag tctgtggcat 
2700 

gctcagtggg cctggggcct 
2760 

agctgactgc tggtccggct 
2820 

aaaagtgccc gcgtctttgc 
2880 

acagaagctg ggtcttaccc 
2940 

caggtgctgc agccagagtt 
3000 


ctggtcagac gatgagtcta 
tccattcgac gacgacgcca 
tgaggggcag gagcatgatg 
ggacgaggat gagcagggct 
cccggcaaat tatgtggagg 
gaggcggcgg gcccaggagc 
agatgatggt tccattgctc 
tttcgcctgg gactcggcac 
gcagaacaac agaaatagcc 
ctctatgttc ttgactttgt 
tccactgatt actctctctg 
cccattttga gtgaagattt 
ttatacacct gttcatttct 
gaaacgatct ccctattccc 
caggtggcag atgtttgagg 
ggtttctatt gggaatgctc 
ccttaggtag aactccccca 
taaaactgta ctcttttgca 
ctaacttttc aagcaaatgc 
gtctatctgt atatattatt 
tgagatttaa cagcttttaa 
tcaggcacac atctggctgg 
ctctgacgtg gtgcctgctg 
tctgaccggc ctttgtcctg 
agtagttgca gatttcagtc 
gcagcacgag tgtctcgggc 
acgcgggggc cacgcgggcc 


acaacccctt ctcctccacg 
cctcggggac ggaagtgcga 
agctgagctt caaggctggg 
ggtgcaaggg acgcttggac 
cgatccagtg atgagtcggg 
ctcagccagc cacgtgggca 
ttggcttcat ggtgttcctg 
ctttccgagt gcagctggag 
gcccctcccc gcccactgtg 
ctctcctttc cgagtcaatg 
acgagtccat cacctgcaac 
tgaggttttt aatttaaagg 
acttaaatta tggcacagat 
ttaccctgtt actcagccac 
aaaggaatta tgccaggaag 
tttgtgcttt tgggcatctg 
aatcgccata tttaaaaatt 
aattaacaat tttatcactg 
atctgtaaag atgctttaga 
tgatattcag agaatctaaa 
cagtgagttt cgtttgtaaa 
ccggctgggt ctcctcccgg 
gagggaggct cgtcgtcacc 
gctccgtagc agaacactgt 
gtcgtgttac ttgtgcacaa 
tgcccggagt cgcccgggag 
ggcgggggtg gggggaacgt 
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gggggaacct gtgtttcacg tgactcagca gtgcccgccg ccgtcaccag ctatgcattc 
3060 

actccgtttc cagtgagcag atgtcttgct tggaaagtgg acctgtgtct gtgtctgtcc 
3120 

tgagaactta ccagcagaaa tcctcatttc tgtgctacgg atttaccaaa aattgtcaag 
3180 

tctttttcag tttaacagtt cctttacatg tgtagtattt gaggaaaaaa atcaataaac 
3240 

agttgatctc gtgcatatgg aagtcccttc gccatcatct gtcttcatgc ccacttcact 
3300 

tggcgggggt ggcctccctg gggcttacta gctttggagc tgggcaagat ccagggcaca 
3360 

ggacccctgc ccaaaaggcc acggcccact gcccctgcca aactggaggt tggggatttg 
3420 

aggcacctga gccccttggg gttcccttct ccccgagacc tg 
3462 

<210> 6204 
<2ll> 486 
<212> PRT 

<2 13 > Homo sapiens 


<400> 6204 


Met Ser 

Val 

Thr 

Tyr 

Asp 

Asp 

Ser 

Val 

Gly 

Val 

Glu 

Val 

Ser 

Ser 

Asp 

1 



5 





10 





15 


Ser Phe 

Trp 

Glu 

Val 

Gly 

Asn 

Tyr 

Lys 

Arg 

Thr 

Val 

Lys 

Arg 

lie 

Asp 



20 





25 





30 



Asp Gly 

His 

Arg 

Leu 

Cys 

Ser 

Asp 

Leu 

Met 

Asn 

Cys 

Leu 

His 

Glu 

Arg 


35 





40 





45 




Ala Arg 

He 

Glu 

Lys 

Ala 

Tyr 

Ala 

Gin 

Gin 

Leu 

Thr 

Glu 

Trp 

Ala 

Arg 

50 





55 





60 





Arg Trp 

Arg 

Gin 

Leu 

Val 

Glu 

Lys 

Gly 

Pro 

Gin 

Tyr 

Gly 

Thr 

Val 

Glu 

65 




70 





75 





80 

Lys Ala 

Trp 

Met 

Ala 

Phe 

Met 

Ser 

Glu 

Ala 

Glu 

Arg 

Val 

Ser 

Glu 

Leu 




85 





90 





95 


His Leu 

Glu 

Val 

Lys 

Ala 

Ser 

Leu 

Met 

Asn 

Asp 

Asp 

Phe 

Glu 

Lys 

lie 



100 





105 





110 



Lys Asn 

Trp 

Gin 

Lys 

Glu 

Ala 

Phe 

His 

Lys 

Gin 

Met 

Met 

Gly 

Gly 

Phe 


115 





120 





125 




Lys Glu 

Thr 

Lys 

Glu 

Ala 

Glu 

Asp 

Gly 

Phe 

Arg 

Lys 

Ala 

Gin 

Lys 

Pro 

130 





135 





140 





Trp Ala 

Lys 

Lys 

Leu 

Lys 

Glu 

Val 

Glu 

Ala 

Ala 

Lys 

Lys 

Ala 

His 

His 

145 




150 





155 





160 

Ala Ala 

Cys 

Lys 

Glu 

Glu 

Lys 

Leu 

Ala 

lie 

Ser Arg 

Glu 

Ala 

Asn 

Ser 




165 





170 





175 


Lys Ala 

Asp 

Pro 

Ser 

Leu 

Asn 

Pro 

Glu 

Gin 

Leu 

Lys 

Lys 

Leu 

Gin 

Asp 



180 





185 





190 



Lys lie 

Glu 

Lys 

Cys 

Lys 

Gin 

Asp 

Val 

Leu 

Lys 

Thr 

Lys 

Glu 

Lys 

Tyr 


195 





200 





205 




Glu Lys 

Ser 

Leu 

Lys 

Glu 

Leu 

Asp 

Gin 

Gly 

Thr 

Pro 

Gin 

Tyr 

Met 

Glu 

210 





215 





220 





Asn Met 

Glu 

Gin 

Val 

Phe 

Glu 

Gin 

Cys 

Gin 

Gin 

Phe 

Glu 

Glu 

Lys 

Arg 

225 




230 





235 





240 

Leu Arg 

Phe 

Phe 

Arg 

Glu 

Val 

Leu 

Leu 

Glu 

Val 

Gin 

Lys 

His 

Leu 

Asp 
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245 





250 





255 


Leu 

Ser 

Asn 

Val 

Ala 

Gly 

Tyr 

Lys 

Ala 

lie 

Tyr 

His 

Asp 

Leu 

Glu 

Gin 




260 





265 





270 



Ser 

He 

Arg 

Ala 

Ala 

Asp 

Ala 

Val 

Glu 

Asp 

Leu 

Arg 

Trp 

Phe 

Arg 

Ala 



275 





280 





285 




Asn 

His 

Gly 

Pro 

Gly 

Met 

Ala 

Met 

Asn 

Trp 

Pro 

Gin 

Phe 

Glu 

Glu 

Trp 


290 





295 





300 





Ser 

Ala 

Asp 

Leu 

Asn 

Arg 

Thr 

Leu 

Ser 

Arg 

Arg 

Glu 

Lys 

Lys 

Lys 

Ala 

305 





310 





315 





320 

Thr Asp 

Gly 

Val 

Thr 

Leu 

Thr 

Gly 

lie 

Asn 

Gin 

Thr 

Gly 

Asp 

Gin 

Ser 





325 





330 





335 


Leu 

Pro 

Ser 

Lys 

Pro 

Ser 

Ser 

Thr 

Leu 

Asn 

Val 

Pro 

Ser 

Asn 

Pro 

Ala 




340 





345 





350 



Gin 

Ser 

Ala 

Gin 

Ser 

Gin 

Ser 

Ser 

Tyr 

Asn 

Pro 

Phe 

Glu 

Asp 

Glu 

Asp 



355 





360 





365 




Asp Thr 

Gly 

Ser 

Thr 

Val 

Ser 

Glu 

Lys 

Asp 

Asp 

Thr 

Lys 

Ala 

Lys 

Asn 


370 





375 





380 





Val 

Ser 

Ser 

Tyr 

Glu 

Lys 

Thr 

Gin 

Ser 

Tyr 

Pro 

Thr 

Asp 

Trp 

Ser 

Asp 

385 





390 





395 





400 

Asp 

Glu 

Ser 

Asn 

Asn 

Pro 

Phe 

Ser 

Ser 

Thr 

Asp 

Ala 

Asn 

Gly 

Asp 

Ser 





405 





410 





415 


Asn 

Pro 

Phe 

Asp 

Asp 

Asp 

Ala 

Thr 

Ser 

Gly 

Thr 

Glu 

Val 

Arg 

Val 

Arg 




420 





425 





430 



Ala 

Leu 

Tyr 

Asp 

Tyr 

Glu 

Gly 

Gin 

Glu 

His 

Asp 

Glu 

Leu 

Ser 

Phe 

Lys 



435 





440 





445 




Ala 

Gly 

Asp 

Glu 

Leu 

Thr 

Lys 

Met 

Glu 

Asp 

Glu 

Asp 

Glu 

Gin 

Gly 

Trp 


450 





455 





460 





Cys 

Lys 

Gly 

Arg 

Leu 

Asp 

Asn 

Gly 

Gin 

Val 

Gly 

Leu 

Tyr 

Pro 

Ala 

Asn 

465 



' 


470 





475 





480 

Tyr 

Val 

Glu 

Ala 

lie 

Gin 















485 













<210> 6205 
<211> 926 
<212> DNA 

<213 > Homo sapiens 
<4 00> 6205 

nngcgcctcc canagagaat aggccccagc ttcaatggag gctgtggaga gatggagaag 
60 

tggggtgaag attttggaga atctcggggg agagcaaggg aagggaagga gtttgccgac 
120 

agccagaagt tgctgttcat ggaaacttcg gccaaactga accaccaggt gtcggaggtg 
180 

ttcaatacag tggcccaaga gctactgcag agaagcgacg aggagggcca ggctctacng 
240 

ggggaagaca ccccctgcct gggccatggc cagctctagg tggattctga ttcactgtca 
300 

atgctgggtt gctcccgagc cctagatgtt cctggaagtt ggcccccttt atgaaaacca 
360 

cttcccacag ccagtgggaa ctgccagagg aagatctggc gtcacatggc tcccaggaaa 
420 

gtgctgtgcc ctatccccac tgataccatc tgattccccg atgcctgtgc ctgttccacc 
480 
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tggacggtgg ccccctcagc ctggcagcct ctggacagag aggaaggaag gattggaaaa 
540 

gtccccgcag cacagcgacg gtgggaagat gccttacgtc tgatcttgat gggggcactg 
600 

gcctggagcc tgggcccacc tgcttctggg gggttgggga gcaggccaga tggaggtggt 
660 

ggtgccagga agaaatggag cgatgactga ctgtggggtg ggcccaggat ttccgcatct 
720 

tggtgaagtt gcccctggga agggcagctg ggggcagtgg cgccagttcc cttccatggt 
780 

ctcccggctg gcaatgtggt gaagctgagt ttctgtccaa tgagcaggaa gattctgaga 
840 

catttcgcct gagatataag ttgtactgcg tatgcagttt ttcctccaaa aattaaattg 
900 

cttttgacaa tctgaaaaaa aaaaaa 
926 

<210> 6206 
<211> 92 
<212 > PRT 

<2 13 > Homo sapiens 
<4 00> 6206 

Xaa Arg Leu Pro Xaa Arg He Gly Pro Ser Phe Asn Gly Gly Cys Gly 
15 10 15 

Glu Met Glu Lys Trp Gly Glu Asp Phe Gly Glu Ser Arg Gly Arg Ala 
20 25 30 

Arg Glu Gly Lys Glu Phe Ala Asp Ser Gin Lys Leu Leu Phe Met Glu 
35 40 45 

Thr Ser Ala Lys Leu Asn His Gin Val Ser Glu Val Phe Asn Thr Val 
50 55 60 

Ala Gin Glu Leu Leu Gin Arg Ser Asp Glu Glu Gly Gin Ala Leu Xaa 
65 70 . 75 80 

Gly Glu Asp Thr Pro Cys Leu Gly His Gly Gin Leu 
85 90 

<210> 6207 

<211> 1384 

<212> DNA 

<213> Homo sapiens 

<400> 6207 

nntgatcaga ggtcctgggt gtctggggaa gctgggctgt gcgtgtatgc gtctaccatg 
60 

tgggggtgcc tgtgagtgtg ctggggcgtc tgcagtgaag gcctcctgag accactccac 
120 

ggaaacaccg ggaatccctg cagctgagcc tgtctctcac gggaccggga agctggagag 
180 

agccccaacc ctgcccgctg gggccgagct ccctgctcct gcagcagtcc cgtgccccac 
240 

actctgagtc tgccctatcc acagctgctg ggcctctctg tggccaccat ggtgactctt 
300 

acctacttcg gggcccactt tgctgtcatc cgccgagcgt ccctggagaa gaacccgtac 
360 
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caggctgtgc accaatgggc cttctctgcg gggttgagcc tggtgggcct cctgactctg 
420 

ggagccgtgc tgagcgctgc agccaccgtg agggaggccc agggcctcat ggcagggggc 
480 

ttcctgtgct tctccctggc gttctgygca caggtgcagg tggtgttctg gagactccac 
540 

agccccaccc aggtggagga cgccatgctg gacacctacg acctggtata tgagcaggcg 
600 

atgaaaggta cgtcccacgt ccggcggcag gagctggcgg ccatccagga cgtgtttctg 
660 

tgctgtggga agaagtctcc tttcagccgt ctggggagca cagaggctga cctgtgtcag 
720 

ggagaggagg cggcgagaga ggactgcctt cagggcatcc ggagcttcct gaggacacac 
780 

cagcaggtcg cctccagcct gaccagcatc ggcctggccc tcacggtgtc cgccttgctc 
840 

ttcagctcct tcctgtggtt tgccatccgc tgtggctgca gcttggaccg caagggcaaa 
900 

tacaccctga ccccacgagc atgtggccgc cagccccagg agcccagcct cttgagatgc 
960 

tcccagggtg gacccacaca ttgtctccac tccgaagcag ttgctattgg tccaagagga 
1020 

tgctcgggta gtcttcggtg gctgcaggag agcgatgctg cgcctctgcc cctctcctgc 
10B0 

cacctggctg cccacagagc tctccagggc agaagtcgcg gtgggctcag tgggtgccct 
1140 

gagcggggtc tctcagactg acgtcaggcc ttggtgggct gcactctcac ctggaggctc 
1200 

cggggaagca tctgcctcca ggaccattca ggctgttgac aagtcaactc ctcatggctg 
1260 

taggactgag gttcccaagt ccttgtccct ggtcctgtgg tccctccacc ttcaaaccag 
1320 

caatggtgca ttgagcaaat tgtggtcaaa tatacatcac atcaaattta ccatcttaaa 

1380 

aaaa 

1384 

<210> 6208 

<211> 290 

<212> PRT 

<213 > Homo sapiens 

<400> 6208 

Met Val Thr Leu Thr Tyr Phe Gly Ala His Phe Ala Val He Arg Arg 
15 10 15 

Ala Ser Leu Glu Lys Asn Pro Tyr Gin Ala Val His Gin Trp Ala Phe 
20 25 30 

Ser Ala Gly Leu Ser Leu Val Gly Leu Leu Thr Leu Gly Ala Val Leu 
35 40 45 

Ser Ala Ala Ala Thr Val Arg Glu Ala Gin Gly Leu Met Ala Gly Gly 
50 55 60 

Phe Leu Cys Phe Ser Leu Ala Phe Xaa Ala Gin Val Gin Val Val Phe 

65 70 75 80 

Trp Arg Leu His Ser Pro Thr Gin Val Glu Asp Ala Met Leu Asp Thr 
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85 





90 





95 


Tyr 

Asp 

Leu 

Val 

Tyr 

Glu 

Gin 

Ala 

Met 

Lys 

Gly 

Thr 

Ser 

His 

Val 

Arg 




100 





105 





110 



Arg 

Gin 

Glu 

Leu 

Ala 

Ala 

lie 

Gin 

Asp 

Val 

Phe 

Leu 

Cys 

Cys 

Gly 

Lys 



115 





120 





125 




Lys 

Ser 

Pro 

Phe 

Ser 

Arg 

Leu 

Gly 

Ser 

Thr 

Glu 

Ala 

Asp 

Leu 

Cys 

Gin 


130 





135 





140 





Gly 

Glu 

Glu 

Ala 

Ala 

Arg 

Glu 

Asp 

Cys 

Leu 

Gin 

Gly 

lie 

Arg 

Ser 

Phe 

145 





150 





155 





160 

Leu 

Arg 

Thr 

His 

Gin 

Gin 

Val 

Ala 

Ser 

Ser 

Leu 

Thr 

Ser 

lie 

Gly 

Leu 





165 





170 





175 


Ala 

Leu 

Thr 

Val 

Ser 

Ala 

Leu 

Leu 

Phe 

Ser 

Ser 

Phe 

Leu 

Trp 

Phe 

Ala 




180 





185 





190 



He 

Arg 

Cys 

Gly 

Cys 

Ser 

Leu 

Asp 

Arg 

Lys 

Gly 

Lys 

Tyr 

Thr 

Leu 

Thr 



195 





200 





205 




Pro 

Arg 

Ala 

Cys 

Gly 

Arg 

Gin 

Pro 

Gin 

Glu 

Pro 

Ser 

Leu 

Leu 

Arg 

Cys 


210 





215 





220 





Ser 

Gin 

Gly 

Gly 

Pro 

Thr 

His 

Cys 

Leu 

His 

Ser 

Glu 

Ala 

Val 

Ala 

lie 

225 





230 





235 





240 

Gly 

Pro 

Arg 

Gly 

Cys 

Ser 

Gly 

Ser 

Leu 

Arg 

Trp 

Leu 

Gin 

Glu 

Ser 

Asp 





245 





250 





255 


Ala 

Ala 

Pro 

Leu 

Pro 

Leu 

Ser 

Cys 

His 

Leu 

Ala 

Ala 

His 

Arg 

Ala 

Leu 




260 





265 





270 



Gin 

Gly 

Arg 

Ser 

Arg 

Gly 

Gly 

Leu 

Ser 

Gly 

Cys 

Pro 

Glu 

Arg 

Gly 

Leu 



275 





280 





285 




Ser 

Asp 
















290 
















<210> 6209 
<211> 2269 
<212> DNA 

<213> Homo sapiens 
<4 00> 6209 

ggcaggctgg gaattagcca gcaaagatgc cgatgaggtc atcaagcaga aggaaatctc 
60 

acccacacca ggtggactta caaggctgtg tgtgccctgg gcagggtgga catgtccagg 
120 

gcggggaaac cctggatatt tcactctgaa gtggtttctt gaaagaaaac tcaactgact 
180 

caggccatga gcatctttta cactgaagca agcatctcct cacaagtgcc tcctacaagt 
240 

cactagagtc atattcaaca ttacaaaatg cagtgctact taaattttaa agcactgagg 


300 

gaccaagaaa tgggctgatc aagtccttgg ccactcactg ttaagagcca ggatttacag 
360 

atcaatgact gttcctattg tccaagaaat aattttctag caaagcatac acactttatt 


420 

aaatttcaca gccagcagcg ctttcagtcc acaacagatt tctcagagga aacatggata 
480 

ttttgcgtag gcagaaacag tgaggagtac aaagcaaagc tataaatacc accaatggtt 
540 

ctgctatgtg catccgatat tttttgcccg atctgaaata ctgcaagggc ttaaccattc 
600 
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aaacaccgca tgacaacgaa 
660 

gtcagctggt gaagccactt 
720 

atgaacggtg ggtcacggct 
780 

gatggagagc ttcaataatt 
840 

ggctggggtt ttgacttttc 
900 

tacagacatg gccagatgac 
960 

cagtcttatc tcatctgtcc 
1020 

tcggccatgc tgtgagtgag 
1080 

ttcccgtgcc agtctgaggg 
1140 

tctagttcct ccactgcctg 
1200 

cctccacgga gacccttccg 
1260 

gtctatcgcc tcatccacaa 
1320 

ggaaggactg aggagggctt 
1380 

attatgtttc tgcacaggaa 
1440 

cttctgtcac acagtcccaa 
1500 

atttaccttt ctcctgaaga 
1560 

aggtgagcag ctgtggcctg 
1620 

atcacacctt cagagcaccc 
1680 

acccgcttcc tcattagtca 
1740 

tgttctgaat ggagactttt 
1800 

cctgtggttt ctgcctgacc 
1860 

gactctcacc ctcggaggta 
1920 

caggggtggg ctccagcttt 
1980 

agcttccctg atggggccat 
2040 

ctgagcttgt cctactattc 
2100 

gtggctacct gtgttcattc 
2160 

ctgtgaagta ttttgccatc 
2220 


cccagtggac tgtgaaactc 
ggctttggac tccatcggtc 
atgacgtgaa ggagaaagag 
ttttaaaagc ttggaaccac 
ttgatcatca atctgacttg 
ctgcttgtta ggaaggctgt 
actgctgctc tggaagggtc 
cccagacata cgcgtggaat 
ctgcggctcc agcgcttgtc 
gcttcctcgc ttgcaaaacc 
agcagggagg tttcatcaca 
catctgcttg cgggagaaac 
tggtagtcac agattgagac 
aacaaagtgt taaaaatatt 
gtgaacttga aaaaggtcca 
tgggaagaca cacggatgct 
ggaaggcgct tgctcttcct 
tacagaaccc agatggcgaa 
tttaggaaga taagatagca 
tcaggttccc aaacttggga 
cttctaagcc agaggtgaga 
cctgttcccc tgcaggtgtg 
tggaagcaac cctacctagc 
gttttggtct ccttttaagc 
agatgatttt ctctctgagt 
aagctctgga agtgtggaag 
ctaaaatccc tgagagtgaa 


aggctgcagg agggtggctt 
atctttacgc aagagcagag 
aagacacact cacagaacag 
cacctgcttt cccaatcttg 
aagcctttta ccagttacaa 
ggccatcttt gtttctgaaa 
aggaccagca ctgcagacac 
ctgaacaccc aacgctggcg 
cacacacacg cctgcctctc 
cagcatgtga aatgaggaca 
cctttcgttc ttgccaagga 
agcaaatgtg tccctctgag 
acatttctgc gaaaactggt 
cccatcctcc ctccaactcc 
gaagtgaaca cttagggtgc 
tgcctaaaat atctgccgag 
ccacatcagc cagaaggcag 
tcaaagtgca gaaaaagaac 
tgggacaggg agaacaacca 
cagtgagtgt gaccccacat 
aaacaactcc cagagaccac 
gctctctgac aacccctagg 
tggcccccca agcattaaga 

A 

cctcagtcac aatgtacctt 
tgcaatactg ctcaatttag 
ggaacttaat cattgagttt 
actgttgaat catgctcact 
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ttcttcacat acatactctt ggactatggg gaccaagtct gttgaattc 
2269 

<210> 6210 
<211> 165 
<212> PRT 

<213 > Homo sapiens 


<4 00> 6210 


Met 

Gly 

He 

Phe 

Leu 

Thr 

Leu 

Cys 

Phe 

Pro 

Val 

Gin 

Lys 

His 

Asn 

Thr 

~1 




5 





10 





15 


Ser 

Phe 

Arg 

Arg 

Asn 

Val 

Ser 

Gin 

Ser 

Val 

Thr 

Thr 

Lys 

Ala 

Leu 

Leu 




20 





25 





30 



Ser 

Pro 

Ser 

Leu 

Arg 

Gly 

Thr 

His 

Leu 

Leu 

Phe 

Leu 

Pro 

Gin Ala Asp 



35 





40 





45 




Val 

Val 

Asp 

Glu 

Ala 

lie 

Asp 

Ser 

Leu 

Ala 

Arg 

Thr 

Lys 

Gly Val 

Met 


50 





55 





60 





Lys 

Pro 

Pro 

Cys 

Ser 

Glu 

Gly 

Ser 

Pro 

Trp 

Arg 

Cys 

Pro 

His 

Phe 

Thr 

65 





70 





75 





80 

Cys 

Trp 

Val 

Leu 

Gin 

Ala 

Arg 

Lys 

Pro 

Gly 

Ser Gly 

Gly 

Thr 

Arg 

Glu 





85 





90 





95 


Arg 

Gin 

Ala 

Cys 

Val 

Trp 

Thr 

Ser 

Ala 

Gly 

Ala 

Ala 

Ala 

Leu 

Arg 

Leu 




100 





105 





110 



Ala 

Arg 

Glu 

Arg 

Gin 

Arg 

Trp 

Val 

Phe 

Arg 

Phe 

His 

Ala 

Tyr val 

Trp 



115 





120 





125 




Ala 

His 

Ser 

Gin 

His 

Gly 

Arg 

Val 

Ser 

Ala 

Val 

Leu 

Val 

Leu 

Thr 

Leu 


130 





135 





140 





Pro 

Glu 

Gin 

Gin 

Trp 

Thr 

Asp 

Glu 

lie 

Arg 

Leu 

Phe 

Gin 

Lys 

Gin Arg 

145 





150 





155 





160 

Trp 

Pro 

Gin 

Pro 

Ser 
















165 













<210> 6211 
<211> 2163 
<212> DNA 

<213 > Homo sapiens 
<4 00 > 6211 

ngccgcccgc ctcagcccaa catggcgatg cacaacaagg cggcgccgcc gcagatcccg 
60 

gacacccggc gggagctggc ggagctcgtg aaggggaagc aggagctggc ggaaacattg 
120 

gcaaatttgg agcgacagat ctatgctttt gagggaagct acctggaaga cactcagatg 
180 

tatggcaata ttattcgtgg ctggngatcg gtatctgacc aaccannaaa aaactccaat 
240 

agcaaaaatg atcgaaggaa ccggaagttt aaggaagctg agcggctctt cagtaaatcc 
300 

tcggttacct cagcagctgc agtaagtgca ttggcaggag ttcaggacca gctcattgaa 
360 

aagagggagc caggaagtgg gacggaaagt gacacttctc cagacttcca caatcaggaa 
420 

aatgagccca gccaggagga ccctgaggat ctggatggat ctgtgcaggg agtgaaacct 
480 
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cagaaggctg 

540 

aataaaaacc 

600 

ttaaacaaaa 

660 

gtagagccct 

720 

ggccatccac 

780 

tgtggtgaca 

840 

aacagaactg 

900 

ttctcccttc 

960 

tacccttcaa 

1020 

ttcagatgga 

1080 

tctcttgttg 

1140 

atactttcct 

1200 

aaaataatct 

1260 

ggtaaagagt 

1320 

ttcaaggaac 

1380 

ttattctttt 

1440 

ccgagattgt 

1500 

tattttctct 

1560 

tatggaaagt 

1620 

aaggatagca 

1680 

ttggggctga 

1740 

acagggtctg 

1800 

ccatccctag 

1860 

gattctgata 

1920 

catcctatgt 

1980 

tagttagtca 

2040 

gtgatagtat 

2100 


cttcttctac 

ggcacagccc 

aaccacgagc 

gcttcccttc 

ctctgctctc 

aacaagtcat 

caggaagatc 

ttagaatgaa 

gaaatgttct 

ggctgtaaat 

tttttatctt 

gctgacatat 

ggtttatcat 

gtttagtaat 

aggaaaaatg 

gtataaataa 

ttttttcact 

ctttgctggt 

ctcaaaatta 

tcagtgatag 

ggaatctgct 

gctgcacatt 

agactggggt 

agaagccagg 

tatgattggt 

tagtccttga 

tggtagggct 


ttcctcaggg 

gtctggcatg 

tgactattag 

tctgacctca 

ccagacccag 

ttctgtaaga 

aagacaatgt 

tgtctccccc 

ctggttttgt 

atctggcatt 

attttctttg 

ctgatcatct 

aagtaaaatg 

tacctatctt 

gaaaaacata 

aatttcacag 

tatttattca 

attcacctga 

taccaaaagt 

ccagtgttgc 

agtaatcgtt 

ggaatcacct 

acagcctagt 

ttgagaacca 

ccaagggata 

cttatgccta 

gaatatggat 


agtcaccaca 

tttgattatg 

aagacacatt 

caaagataaa 

tgcctgtgac 

cattgggtct 

tgtaatcccg 

aaaactggct 

tttatgctga 

ttcttatatt 

gggttttttt 

ctttcatgca 

ggaaacttgc 

aaatctttct 

agtttaaatc 

gcttcaaatt 

tatcatgcct 

ttaaatattg 

gataacttat 

ccaccaggtc 

acctgcctct 

gagaagcttt 

tattgggaat 

ctacattaga 

agatttgggg 

tatctttgta 

ggcatctact 


gcagccataa 

actttgagat 

agtgcagaag 

catccttcac 

tttgagtagt 

tactttatgt 

gcaagttgct 

ggcaccagct 

aagtagaaca 

gttttatgtt 

gtaatgcctt 

gttgccaata 

ctctgttttt 

gagttggtag 

agttcttttt 

ctcatgcttt 

tatggaaatt 

ctctaaaaat 

gtcgttctta 

tccctttctt 

agtgctgtgg 

aaaatactca 

ttctttaaaa 

agactgaatg 

tctaaccttt 

agaaatagta 

gtaaaacaag 


aaagcgaaag 

tgatctgaag 

cttccaggct 

ctgagttcgt 

ttgttctaaa 

gatttttagt 

aactgtgcgt 

tcatctgtga 

caagtcacat 

ttcttgtttt 

tgtacagctc 

ttcataactg 

tgcaagggga 

tagattcatg 

aaataacttt 

acttttaaac 

tctttttctg 

caccatggca 

agtggagtga 

ggagggcttg 

tgaacttgcg 

tgcctggatc 

gagttcctgg 

gtttaattta 

cctttcactc 

tgtttcattt 

tctaccttgt 
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aaagctttca ctcttgttct caaataaact 


cagatgtgca 
2160 
aaa 
2163 

<210> 6212 
<211> 209 
<212> PRT 
<213 > Homo sapiens 


<400 > 6212 


Xaa 

1 

Arg 

Pro 

Pro 

Gin 

5 

Pro 

Pro 

Gin 

lie 

Pro 

20 

Asp 

Thr 

Lys 

Gin 

Glu 

35 

Leu 

Ala 

Glu 

Ala 

Phe 

50 

Glu 

Gly 

Ser 

Tyr 

He 

65 

Arg Gly 

Trp 

Xaa 

Ser 

70 

Ser 

Lys 

Asn 

Asp 

Arg 

85 

Arg 

Phe 

Ser 

Lys 

Ser 

100 

Ser 

val 

Gly 

Val 

Gin 

115 

Asp 

Gin 

Leu 

Glu 

Ser Asp 
130 

Thr 

Ser 

Pro 

Gin 

145 

Glu 

Asp 

Pro 

Glu 

Asp 

150 

Gin 

Lys 

Ala 

Ala 

Ser 

165 

Ser 

Lys 

Lys 

Arg 

Lys 

180 

Asn 

Lys 

Tyr 

Asp 

Phe 

Glu 

lie 

Asp 


195 


Tyr 


Asn 

Met 

Ala 

Met 

10 

His 

Arg 

Arg 

Glu 

25 

Leu 

Ala 

Thr 

Leu 

40 

Ala 

Asn 

Leu 

Leu 

55 

Glu 

Asp 

Thr 

Gin 

Val 

Ser 

Asp 

Gin 

Pro 

75 

Asn 

Arg 

Lys 

Phe 

90 

Lys 

Thr 

Ser 

Ala 

105 

Ala 

Ala 

lie 

Glu 

120 

Lys 

Arg 

Glu 

Asp 

135 

Phe 

His 

Asn 

Gin 

Leu 

Asp 

Gly 

Ser 

Val 

155 

Thr 

Ser 

Ser 

Gly 

170 

Ser 

Asn 

Arg 

His 

185 

Ser 

Pro 

Leu 

Lys 

200 

Leu 

Asn 

Lys 


tttgtgggtt tttttaaaaa 


Asn 

Lys 

Ala 

Ala 

15 

Pro 

Glu 

Leu 

Val 

30 

Lys 

Gly 

Glu 

Arg 

45 

Gin 

lie 

Tyr 

Met 

60 

Tyr 

Gly 

Asn 

lie 

Xaa 

Lys 

Asn 

Ser 

Asn 

80 

Glu 

Ala 

Glu 

Arg 

95 

Leu 

Val 

Ser 

Ala 

110 

Leu 

Ala 

Pro 

Gly 

125 

Ser 

Gly 

Thr 

Glu 

140 

Asn 

Glu 

Pro 

Ser 

Gin 

Gly 

Val 

Lys 

Pro 

160 

His 

His 

Ser 

Ser 

175 

His 

Ser 

Gly 

Met 

190 

Phe 

Asp 

Lys 

Pro 

205 

Arg 

Ala 

Asp 


<210> 6213 
<211> 1160 
<212 > DNA 
<213> Homo sapiens 

<400> 6213 

acgcgtgaag ggaaggggaa agaggtcacc aagggcagag gtgtccaggc cggagccagg 
60 

ggccccactg ttgggatgct ggctgcagtg gggcgcccca agcccaggtc ccctctgtct 
120 

tctctttcga ctttgcagct gtacttgttt tgctcctcta cccgcaggag ctgacatgga 
180 

cccaaatcct cgggccgccc tggagcgcca gcagctccgc cttcgggagc ggcaaaaatt 
240 
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cttcgaggac 

attttacagc 

cagagacaga gtttgtcttt 

cctctgt ccc 

atctgcatct 

300 

cgagtcgcag 

agacccccca 

taggtagtat 

ctcatccatg 

gaagtgaatg 

tggacacact 

360 

ggagcaagta 

gaacttattg 

accttgggga 

cccggatgca 

gcagatgtgt 

tcttgccttg 

420 

cgaagatcct 

ccaccaaccc 

cccagtcgtc 

tggggtggac 

aaccatttgg 

aggagctgag 

480 

cctgccnggt 

gcctacatca 

gacaggacca 

catctaggac 

ctcctcctcc 

tcctcctccg 

540 

actcctccac 

caacctgcat 

agcccaaatc 

caagtgatga 

tggagcagat 

acgcccttgg 

600 

cacagtcgga 

tgaagaggag 

gaaaggggtg 

atggaggggc 

agagcctgga 

gcctgcagct 

660 

agcagtgggc 

ccctgcctac 

agactgacca 

cgctggctat 

tctccacatg 

agaccacagg 

720 

cccagccaga 

gcctgtcggg 

agaagaccag 

actctttact 

tgcagtaggc 

accagaggtg 

780 

ggaaggatgg 

tgggattgtg 

tacctttcta 

agaattaacc ctctcctgct 

ttactgctaa 

840 

ttttttcctg 

ctgcaaccct 

cccaccagtt 

tttggcttac 

tcctgagata 

tgatttgcaa 

900 

atgaggagag 

agaagatgag 

gttggacaag 

atgccactgc 

ttttcttagc 

actcttccct 

960 

cccctaaacc 

atcccgtagt 

cttctaatac 

agtctctcag 

acaagtgtct 

ctagatggat 

1020 

gtgaactcct 

taactcatca 

agtaaggtgg 

tactcaagcc 

atgctgcctc 

cttacatcct 

1080 

ttttggaaca 

gagcacggta 

taaataataa 

actaataata 

atatgccaac 

aaaaaaaaaa 

1140 

aaaaaaaaaa 

aaaaaaaaaa 






1160 

<210> 6214 
< 211 > 101 
<212> PRT 

<213> Homo sapiens 
<4 00> 6214 


Pro Trp 

Gly 

Pro 

Gly 

Cys 

Ser 

Arg 

Cys 

Val 

Leu 

Ala 

Leu 

Arg 

Arg 

Ser 

1 




5 





10 





15 


Ser 

Thr 

Asn 

Pro 

Pro 

Val 

Val 

Trp 

Gly 

Gly Gin 

Pro 

Phe 

Gly 

Gly Ala 




20 





25 





30 



Glu 

Pro 

Ala 

Xaa 

Cys 

Leu 

His 

Gin 

Thr 

Gly Pro 

His 

Leu 

Gly 

Pro 

Pro 



35 





40 





45 




Pro 

Pro 

Pro 

Pro 

Pro 

Thr 

Pro 

Pro 

Pro 

Thr 

Cys 

lie 

Ala 

Gin 

lie 

Gin 


50 





55 





60 





Val 

Met 

Met 

Glu 

Gin 

lie 

Arg 

Pro 

Trp 

His 

Ser Arg 

Met 

Lys 

Arg Arg 

65 





70 





75 





80 

Lys Gly 

Val 

Met 

Glu 

Gly 

Gin 

Ser 

Leu 

Glu 

Pro 

Ala 

Ala 

Ser 

Ser 

Gly 


85 90 9S 

Pro Leu Pro Thr Asp 
100 


5397 



WO 00/58473 


PCT/U S00/0862 1 


<210> 6215 

<211> 651 

<212 > DNA 

<213 > Homo sapiens 

<400> 6215 


ncagctccat 

60 

tccacaatag 

120 

aatcccctcc 

agaacattct 

gcaacagccc 

catgatcccc 

tctagaacat 

cctcacaggt 

cccctgtaga 

acattccacc 

acagccccat 

gatccccttg 

ctcctcagag 

180 

catgtggccg 

ccagccccag 

gagcccagcc 

tcttgagatg 

ctcccagggt 

ggacccacac 

240 

attgtctcca 

ctccgaagca 

gttgctattg 

gtccaagagg 

atgctcgggt 

agtcttcggt 

300 

ggctgcagga gagcgatgct gcgcctctgc 

ccctctcctg 

ccacctggct 

gcccacagag 

360 

ctctccaggg 

cagaagtcgc 

ggtgggctca gtgggtgccc 

tgagcggggt 

ctctcagact 

420 

gacgtcaggc 

cttggtgggc 

tgcactctca 

cctggaggct 

ocggggaagc 

atctgcctcc 

480 

aggaccattc 

aggctgttga 

caagtcaact 

cctcatggct 

gtaggactga 

ggttcccaag 

540 

tccttgtccc 

tggtcctgtg 

gtccctccac 

cttcaaacca 

gcaatggtgc 

attgagcaaa 

600 

ttgtggtcaa 

atatacatca 

catcaaattt 

accatcttaa 

ccattgttaa 

gtgtatggtt 

tgtggcatta 

aatacattca 

cattgttgtg 

caaccatcac 

c 


651 

<2 10> 6216 
<211 > 87 
<212 > PRT 

<213 > Homo sapiens 
<400> 6216 


Met 

He 

Pro 

Leu 

Leu 

Leu 

Arg 

Ala Cys 

Gly Arg Gin 

Pro 

Gin 

Glu 

Pro 

l 




5 




10 




15 


Ser 

Leu 

Leu 

Arg 

Cys 

Ser 

Gin 

Gly Gly 

Pro 

Thr His 

Cys 

Leu 

His 

Ser 




20 




25 




30 



Glu 

Ala 

Val 

Ala 

lie 

Gly 

Pro 

Arg Gly 

Cys 

Ser Gly 

Ser 

Leu 

Arg 

Trp 



35 





40 



45 




Leu 

Gin 

Glu 

Ser 

Asp 

Ala 

Ala 

Pro Leu 

Pro 

Leu Ser 

Cys 

His 

Leu 

Ala 


50 





55 



60 





Ala 

His 

Arg 

Ala 

Leu 

Gin 

Gly 

Arg Ser 

Arg Gly Gly 

Leu 

Ser 

Gly Cys 

65 





70 




75 




80 

Pro 

Glu 

Arg 

Gly 

Leu 

Ser 

Asp 












85 











<210> 6217 

<211> 2955 

<212> DNA 

<213 > Homo sapiens 

<400> 6217 
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ngcagcgggg 

60 

ccggcccatc 

120 

ttcagccagc 

180 

cagcagcagc 

240 

ctccagcagt 

300 

cagcagccac 

360 

ggctccatgc 

420 

atgccaccag 

480 

ctccgaggct 

540 

ctggccactc 

600 

cctcctcctg 

660 

cagaaacagg 

720 

acaatgcctg 

780 

cggatggaca 

840 

aaacgcactc 

900 

ttgaggagct 

960 

cagccgcagg 

1020 

gccctggaag 

1080 

gtgcagtcac 

1140 

cagaagcagg 

1200 

cagccacagc 

1260 

caggcacatt 

1320 

caggtgcagc 

1380 

cagctgcaga 

1440 

agcgtccagc 

1500 

catgagcagc 

1560 

gtggttcatg 

1620 


aggcgggagc 

cgtgggggcg 

agcagcagca 

tccagcagca 

ccccaccaca 

agcagccgct 

tgcagagagc 

ccacgtatga 

atggcatggc 

caaatttgca 

ttggggtccc 

cccggacctc 

tggaagacaa 

caccagaaga 

cagcacctga 

cagaagagcc 

cccggatgac 

cccaagtgct 

agactcagcc 

cgcaaacaca 

tgcagcagga 

cacagggccc 

cacaggtgca 

agcaggtcca 

cacaggagca 

ctcacaccca 

tctgcgggct 


cgcgggcgga 

acttgagcgt 

gcagctccag 

gcaattgcag 

ggccccgttg 

tctgaatctc 

tttgctttta 

cactgccggt 

atccccaggc 

acagttcttt 

catgaaccct 

ctcctctacc 

gtcagacccc 

ccaagattta 

gcctgagcct 

cacagagaag 

agtaccgaaa 

gccacgattc 

gcggatacca 

gacctctcca 

ggcagagcca 

aaggcaggtg 

gccccaggca 

gacacagaca 

tcctccagcg 

gccgcaggtg 

ggagatgcca 


gccgcccggc 

tgagggcgcg 

caacagcagc 

cagcagcagt 

cccatggctg 

cagggcacca 

cagcagttgc 

ctcaccatgc 

ctcgcagccc 

ccccaggcca 

tcccagttca 

acccccaatc 

ccagaggggt 

ctgccctgcc 

tgtgaggcgt 

gaacctccag 

cagacacaga 

cagccacggg 

tccacagaca 

gagcacttag 

cagaagcagg 

cagctgcagc 

cattcacagc 

tatccacagg 

caggtgtcag 

tcgttgctgg 

cctgatgcag 


gaggcgtggg 

cggggaggcg 

agcagctcca 

tactgcagct 

tcagccgggg 

actcagcctc 

aaggactgga 

ccacagcaac 

ccagcctcac 

ctcgccagtc 

acctttcagg 

gaaaggattc 

ctgaggaagc 

cagaggacat 

ccgagctgcc 

ggcagttaca 

caccagacct 

tcctgcaggt 

cccaggtgca 

tgctgcaaca 

tgcagccaca 

aggaggcaga 

ccccaaggca 

tccacacaca 

tacagccacc 

ctccagagca 

tagaagctgg 


ggctgcgggg 

agccaccatg 

gcagttacag 

ccagcagctg 

gctccccccg 

cctcctcaac 

ccagtttgca 

actgggtaac 

acccccacaa 

cttgctggga 

acggaacccc 

ttcttctcag 

cgcagagccc 

cgccaaggaa 

agcaaagaga 

ggtgaaggcc 

gctgcctgag 

ccaggcccag 

gccaaagctg 

gaagcaggtg 

ggtacagcca 

gccgctgaag 

ggtgcagctg 

ggcacagcca 

agagcagacc 

aacaccagtt 

tggaggcatg 
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gaaaagacct tgccagagcc tgtgggcacc caagtcagca tggaagagat tcagaatgag 
1680 

tcggcctgtg gcctagatgt gggagaatgt gaaaacagag cgagagagat gccaggggta 
1740 

tggggcgccg ggggctccct gaaggtcacc attctgcaga gcagtgacag ccgggccttt 
1800 

agcactgtac ccctgacacc tgtcccccgc cccagtgact ccgtctcctt cacccctgcg 
1860 

gctaccagca ctccctctaa gcaggccctc cagttcttct gctacatctg caaggccagc 
1920 

tgctccagcc agcaggagtt ccaggaccac atgtcggagc ctcagcacca gcagcggcta 
1980 

ggggagatcc agcacatgag ccaagcctgc ctcctgtccc tgctgcccgt gccccgggac 
2040 

gtcctggaga cagaggatga ggagcctcca ccaaggcgct ggtgcaacac ctgccagctc 
2100 

tactacatgg gggacctgat ccaacaccgc aggacacagg accacaagat tgccaaacaa 
2160 

tccttgcgac ccttctgcac cgtttgcaac cgctacttca aaacccctcg caagtttgtg 
2220 

gagcacgtga agtcccaggg gcataaggac aaagccaagg agctgaagtc gcttgagaaa 
2280 

gaaattgctg gccaagatga ggaccacttc attacagtgg acgctgtggg ttgcttcgag 
2340 

ggtgatgaag aagaggaaga ggatgatgag gatgaagaag agatcgaggt tgaggaggaa 
2400 

ctctgcaagc aggtgaggtc cagagatata tccagagagg agtggaaggg ctcggagacc 
2460 

tacagcccca atactgcata tggtgtggac ttcctggtgc ccgtgatggg ctatatctgc 
2520 

cgcatctgcc acaagttcta tcacagcaac tcaggggcac agctctccca ctgcaagtcc 
2580 

ctgggccact ttgagaacct gcagaaatac aaggcggcca agaaccccag ccccaccacc 
2640 

cgacctgtga gccgccggtg cgcaatcaac gcccggaacg c.tttgacagc cctgttcacc 
2700 

tccagcggcc gcccaccctc ccagcccaac acccaggaca aaacacccag caaggtgacg 
2760 

gctcgaccct cccagccccc actacctcgg cgctcaaccc gcctcaaaac ctgatagagg 
2820 

gacctccctg tccctggcct gcctgggtcc agatctgcta atgcttttta ggagtctgcc 
2880 

tggaaacttt gacatggttc atgtttttac tcaaaatcca ataaaacaag gtagtttggc 
2940 

aaaaaaaaaa aaaaa 
2955 

<210> 6218 
<211> 133 
<212> PRT 

<213 > Homo sapiens 
<4 00> 6218 

Val Arg Ser Arg Asp lie Ser Arg Glu Glu Trp Lys Gly Ser Glu Thr 
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1 5 

Tyr Ser Pro Asn Thr Ala 
20 

Gly Tyr lie Cys Arg lie 
35 

Ala Gin Leu Ser His Cys 
50 

Lys Tyr Lys Ala Ala Lys 
65 70 

Arg Arg Cys Ala lie Asn 
85 

Ser Ser Gly Arg Pro Pro 
100 

Ser Lys Val Thr Ala Arg 
115 

Thr Arg Leu Lys Thr 
130 

<210> 6219 
<211> 2495 
<212 > DNA 
<213> Homo sapiens 

<400> 6219 

tttttttttt ttttttcgcg 
60 

catcgttcca agcccggccc 
120 

cctcagaccc ctggctctgc 
180 

gacagcccat cctgctggcc 
240 

ccctacagtc caccagctgc 
300 

tctcaaaacc cagggcccag 
360 

tgggatggag cctccacact 
420 

gctgggtggg cttgggggga 
480 

gacgctgcgc ccttccttcc 
540 

ggtctaagta agcagggatg 
600 

ggagactcgg ccagtgtaga 
660 

ggcagcccgg cgacgctggc 
720 

gcagggaggg ggtgggcagg 
780 

ggggtgccta cactgtaact 
840 

ccctttgaat tgtttcgggg 
900 


10 

Tyr Gly Val Asp Phe 
25 

Cys His Lys Phe Tyr 
40 

Lys Ser Leu Gly His 
55 

Asn Pro Ser Pro Thr 
75 

Ala Arg Asn Ala Leu 
90 

Ser Gin Pro Asn Thr 
105 

Pro Ser Gin Pro Pro 
120 


gtggaggatc aggtttaatg 
ccgccccagc cctccctcag 
acaagggggg cctgccccct 
gtggacaaaa gctgggagct 
gcggccgggt ccagggngcc 
ccccagcnnt gggcccctgc 
gaggctggta aaagctgaac 
tggggagoag gccccaccca 
tgctgcccag actgccccta 
ssgggtggca agaggagtgt 
cagacccaga gactcggcca 
cccacgcaca cgggccaccc 
gagggtcctg aacacatgtg 
agcagcatag tgcttaacta 
gtgtagaaat tgcacttatt 


15 

Leu Val Pro Val Met 
30 

His Ser Asn Ser Gly 
45 

Phe Glu Asn Leu Gin 
60 

Thr Arg Pro Val Ser 
80 

Thr Ala Leu Phe Thr 
95 

Gin Asp Lys Thr Pro 
110 

Leu Pro Arg Arg Ser 
125 


gtcactatga gggtatcgta 
ctgggaacac agccaggtgc 
cgccccagnn ctatatacac 
ccntgtgccc agtcaggagc 
cactgtggtg ccagcgagtt 
caagccccag gcctgtgtgc 
tcaacagcag caatgagagt 
gagcctcctc tgaaggaggg 
ccgggtccgg cgccggctga 
aagtgaaagc acagacagtc 
gtgtagacag agccaggctg 
tggtgctggt gatcgatacg 
ggctgctggg ctgctgggcc 
gttaacaaga aatgctgctt 
tctatgaacc ccatggaggg 
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atgcccacag ctgagcctcc 
960 

cacgggccac agggcgggat 
1020 

tgcagcgagg accggaaccc 
1080 

gctccaggcg agaccggagc 
1140 

cccggtgcag agggagtggc 
1200 

gtcgtcaaag tccagcagct 
1260 

gtcaaagtac gtctcgatca 
1320 

ggtgacccta taaggagtca 
1380 

gttccccaga atgtagcagc 
1440 

catcaggcgg ctcagccgct 
1500 

aaaggtggcc accttgttct 
1560 

cagcattttc cagatcttgg 
1620 

aaggatgtcc tcgaaggttg 
1680 

atcccggcgg atgatagtgg 
1740 

gacctttggt ggcacgaagc 
1800 

gtcccagtcc aggtcctcga 
1860 

gctgtctcgg gagtcgtggg 
1920 

gctgaagctc cgctcgcgcg 
1980 

catgcgcagg tgtttgcgga 
2040 

ccggcgcttc ctctccgcgt 
2100 

tgtctggaag ctgaaaagat 
2160 

cacacggtca acgctgtaca 
2220 

aggtggctgg tccagcccaa 
2280 

cggggcactc ccttggagcc 
2340 

gacgtcctcc cggctgccac 
2400 

ccgctgccgc cgccccttca 
2460 

cagggcaggc tccccagaga 
2495 


aggcgaggcra tggcaggtca 
cctcccggcc cccagggact 
acagggggaa cctgagcaac 
cacacagtcc cggggagcac 
ctgatggtga ctgggcggag 
tcgagtgctg gcggctcttc 
tctgcttccc ttgggctgag 
tgagggtcct gaggttctgg 
ccatgatgtg gatgacgttc 
tccagaagtg aatcatgtcc 
tgaggagata gaggtgtcca 
ctcccttgtg gtagacgttc 
cgtgctcatg gtcgtagagg 
ggatgtactc agccttgggc 
cttcggtgtc gcaggccaca 
aggcctcgtc cagcgtgcag 
aagtgtcggc tttcatgggg 
ctcagcgaac gtctgggcct 
agttcctctg gattacagac 
agcccctgaa caccgagatg 
tttccttggg gaaccaggta 
tcctctccag cttcttgcgg 
aggcccgagg ggtggggcca 
cctggcgngc tgcccgccca 
cagggctggc gcgcaggggc 
ccaccgccag ctcaatggcc 
tgaagtacac tcgag 


gtgcctggcc gctgagcatc 
gcagcctctg cggccacggg 
gtctgaggtg ccctgaagtg 
gaggcggccc agccccaggt 
gcctctgccc ctcacaggac 
cacaggcgat acaaccggaa 
agctccaggg gtgactcgaa 
aacagcttct ctccattggg 
ggctctgggt tcactttgct 
tcttccttct ccactttggc 
ggacctccct ggcagaaaat 
agcttcctct ctatctcctc 
atggggatga tggaggggtc 
accttggagg aaatgagcat 
gcctccaggc ccttctcagt 
tgggagctct gcaggtcact 
gtggggtcgc tccaggaccg 
tacaccctcc ggctgccgac 
gcggaatcat tctcccgttt 
gcttgcatag ttgtggttgc 
cgaataggga tgtcgtcaga 
cgaccggagg tctcaggcag 
ggagccagct gggcacatac 
gctttctggc agggcctgct 
tggctgtgat ggtgagggtg 
tccgcctcag ggctgggcag 
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<210> 6220 

<211> 179 

<212> PRT 

<213 > Homo sapiens 

<4 00> 6220 

Phe Phe Phe Phe Phe Ser Arg Trp Arg lie Arg Phe Asn Gly His Tyr 
15 10 15 

Glu Gly lie Val His Arg Ser Lys Pro Gly Pro Arg Pro Ser Pro Pro 
20 25 30 

Ser Ala Gly Asn Thr Ala Arg Cys Pro Gin Thr Pro Gly Ser Ala Gin 
35 40 45 

Gly Gly Pro Ala Pro Ser Pro Gin Xaa Tyr lie His Asp Ser Pro Ser 
50 55 60 

Cys Trp Pro Trp Thr Lys Ala Gly Ser Ser Xaa Cys Pro Val Arg Ser 

65 70 75 80 

Pro Tyr Ser Pro Pro Ala Ala Arg Pro Gly Pro Gly Xaa Pro Leu Trp 

85 90 95 

Cys Gin Arg Val Ser Gin Asn Pro Gly Pro Ser Pro Ser Xaa Gly Pro 
100 105 110 

Leu Pro Ser Pro Arg Pro Val Cys Trp Asp Gly Ala Ser Thr Leu Arg 
115 120 125 

Leu Val Lys Ala Glu Leu Asn Ser Ser Asn Glu Ser Ala Gly Trp Ala 
130 135 140 

Trp Gly Asp Gly Glu Gin Ala Pro Pro Arg Ala Ser Ser Glu Gly Gly 

145 150 155 160 

Asp Ala Ala Pro Phe Leu Pro Ala Ala Gin Thr Ala Pro Thr Gly Ser 

165 170 175 

Gly Ala Gly 


<210> 6221 

<211> 1487 

<212> DNA 

<213 > Homo sapiens 

<4 00> 6221 

nnctgcagga aaaagtgctg ctctgacgca gatgctctag tgttttctaa gtgacagctc 
60 

ttagggcacc ctggatgccc cttgattcca ccctcattac ttgtcctctc tcggtgctgc 
120 

ctcttgttcc cttgctttgt tttgttttca tattactccc gtatttcctg acatatctgc 
180 

atttttctac ttactgtgtc ccgatgcagc tgctcctgtt tttcacatcc aaggtttctc 
240 

ctccatggca ctactgacgt tttgggctga cgaattcttt ggggacagga tggggcatgt 
300 

cctgtgcatt ttaggatgtt gagtagcagc cctggcctgc atccactaga tgccagttga 
360 

acctccccag gttctgaagc cagacacaag atgaaaaagc taactccaaa acagaaattt 
420 

tctgaagatt tagagtcata taagatatca gtggtaatgc aggaatcagc tgagaaactt 
460 
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tacataagtg 

aatacagcag 

ggtggaagca 

tggggcatga 

tcattaggcg 

ttgagtgtaa 

agtgtcacct 

tcgcgtatct 

aatgtgaaaa 

gagaaaaacg 

tatgtcatca 

cctttggtag 

ttcaatgtgg 

tcattcacac 

acacaagctt 

tggaaagcag 

aattgtttcc 


taaagaattt 

gggcttcctt 

gggcagatat 

gcgaattctc 

taaggcatgg 

ggtctgtggg 

gcaaaacaag 

tgttgaacat 

aacgtttagt 

ccataaatgc 

acagattcac 

gaatgtggat 

agaatgtggg 

tggaagccaa 

tattaagcac 

tcattggaga 

atgaaaagca 


gtggacagtt 

caaaacctta 

gatgaggatg 

acaagagcaa 

tttgatcaac 

caagccttca 

ccatacagat 

aagaggattc 

cagaattcaa 

cttgagtgtg 

agtaaaccga 

ctcattcagc 

aaaacgttta 

ctctaccaat 

cagggcactc 

actagaactt 

ataaatgtaa 


gcaggcttac 

accttattca 

gcaaaccctt 

agtcttatga 

atcaaagaat 

gacagcggtc 

gtcatgactg 

acaccaaaga 

cccttattcg 

gaaaagcctt 

acacccataa 

atcaaagaat 

gttttaagag 

gtgtcatatg 

acaaaggaca 

ataaacctct 

caaaggg 


tttccctact 

agatcagaat 

caatcaaaga 

atgcagtgaa 

tcacttttta 

agctcttacg 

tggaaagtgt 

aaaaccttat 

acatcaggtg 

tggccggcat 

atgcagtgaa 

ccatacaaag 

gaatcttttt 

tggaaaatct 

gatatccaca 

acttcaagtg 


tcagaaaagt 
540 

agtggtgatg 
600 

gcgcaaacaa 
660 

tctttgcttt 
720 

tgtggaaaag 
780 

gagaatcctt 
840 

gtccataaac 
900 

tttcggcagc 
960 

aaatgtagca 
1020 

atccatagtg 
1080 

tcaacccttc 
1140 

tgtggacagt 
1200 

gaggaattct 
1260 

cgacatcagg 
1320 

ttcaagtggc 
1380 

tgatgttaat 
1440 

tgtatcacgt 
1487 

<210 > 6222 
<211> 330 
<212 > PRT 
<213 > Homo sapiens 


<4 00 > 6222 


Met 

Lys 

Lys 

Leu 

Thr 

Pro 

Lys 

Gin 

1 




5 




Tyr 

Lys 

lie 

Ser 

Val 

Val 

Met 

Gin 




20 





Lys 

Leu 

His 

Lys 

Cys 

Lys 

Glu 

Phe 



35 





40 

Pro 

Thr 

Ser 

Gly 

Asp 

Glu 

Tyr 

Ser 


50 





55 


Leu 

He 

Gin 

Asp 

Gin 

Asn 

Ala 

Gin 

65 





70 



Asp 

Glu 

Asp 

Gly 

Lys 

Pro 

Phe 

Asn 





85 




Glu 

Arg 

lie 

Leu 

Thr 

Arg 

Ala 

Lys 


Lys 

Phe 

10 

Ser 

Glu 

Asp 

Leu 

Glu 

15 

Ser 

Glu 

25 

Ser 

Ala 

Glu 

Lys 

Leu 

30 

Ser 

Glu 

Val 

Asp 

Ser 

Cys 

Arg 

45 

Leu 

Thr 

Phe 

Arg 

Gly 

Phe 

Leu 

60 

Gin 

Asn 

Leu 

Asn 

Thr 

Arg 

Trp Lys 
75 

Gin 

Gly 

Arg 

Tyr 

80 

Gin 

Arg 

90 

Ser 

Leu 

Leu 

Leu 

Gly 

95 

His 

Ser 

Tyr 

Glu 

Cys 

Ser 

Glu 

Cys 

Gly 
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100 





105 





110 



Lys 

Val 

He- 

Arg Arg 

Lys 

Ala 

Trp 

Phe 

Asp 

Gin 

His 

Gin Arg 

lie 

His 


115 





120 





125 




Phe 

Leu 

Glu 

Asn 

Pro 

Phe 

Glu 

Cys 

Lys 

Val 

Cys 

Gly 

Gin 

Ala 

Phe 

Arg 


130 





135 





140 





Gin 

Arg 

Ser 

Ala 

Leu 

Thr 

Val 

His 

Lys 

Gin 

Cys 

His 

Leu 

Gin 

Asn 

Lys 

14 5 




150 





155 





160 

Pro 

Tyr 

Arg 

Cys 

His 

Asp 

Cys 

Gly 

Lys 

Cys 

Phe 

Arg 

Gin 

Leu Ala Tyr 




165 





170 





175 


Leu 

Val 

Glu 

His 

Lys 

Arg 

lie 

His 

Thr 

Lys 

Glu 

Lys 

Pro Tyr 

Lys 

Cys 




180 





185 





190 



Ser 

Lys 

Cys 

Glu Lys 

Thr 

Phe 

Ser 

Gin 

Asn 

Ser 

Thr 

Leu 

lie 

Arg 

His 


195 





200 





205 




Gin 

Val 

lie 

His 

Ser 

Gly 

Glu 

Lys 

Arg 

His 

Lys 

Cys 

Leu 

Glu Cys Gly 


210 





215 





220 





Lys 

Ala 

Phe 

Gly Arg 

His 

Ser 

Thr 

Leu 

Leu 

Cys 

His 

Gin 

Gin 

lie 

His 

225 





230 





235 





240 

Ser 

Lys 

Pro 

Asn 

Thr 

His 

Lys 

Cys 

Ser 

Glu 

Cys Gly 

Gin 

Ser 

Phe Gly 




245 





250 





255 


Arg 

Asn 

Val 

Asp 

Leu 

lie 

Gin 

His 

Gin 

Arg 

lie 

His 

Thr 

Lys 

Glu 

Glu 



260 





265 





270 



Phe 

Phe 

Gin 

Cys 

Gly 

Glu 

Cys 

Gly 

Lys 

Thr 

Phe 

Ser 

Phe 

Lys 

Arg 

Asn 



275 





280 





285 




Leu 

Phe 

Arg 

His 

Gin 

Val 

lie 

His 

Thr 

Gly 

Ser 

Gin 

Leu 

Tyr 

Gin 

Cys 


290 





295 





300 





Val 

He 

Cys 

Gly Lys 

Ser 

Phe 

Lys 

Trp 

His 

Thr 

Ser 

Phe 

lie 

Lys 

His 

305 





310 





315 





320 

Gin Gly 

Thr 

His 

Lys 

Gly 

Gin 

lie 

Ser 

Thr 











325 





330 








<210> 6223 
<2X1> 944 
<2 12 > DNA 

<213 > Homo sapiens 
<400 > 6223 

acccccaccc tcactgtgca cccccca ccc tccacccaca cccccatccc cacctgcacc 
60 

ccaccccaca ctcacaaccc cccactccca cctgcaacac ccccactccc cacccgcacc 
120 

ccccaacttc ccatcccccc actcctctcc attccctctc ttgcttgtgc gcataagcaa 
180 

gtcccactca ttgcaactgt aaccaatacc aagcatgaga acaggaacta gctccaccct 
240 

ctaaccccca ctccagctgc agacgccacg gagtttgtgc aggggcgcag cgctccagcc 
300 

atggcgcgtt cgctcgtcca cgacaccgtg ttctactgcc tgagtgtata ccaggtaaaa 
360 

ataagcccca cacctcagct gggggcagca tcaagcgcag aaggccatgt tggccaagga 
420 

gctccaggcc tcatgggtaa tatgaaccct gagggcggtg tgaaccacga gaacggcatg 
480 

aaccgcgatg gcggcatgat ccccgagggc ggcggtggaa accaggagcc tcggcagcag 
540 
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ccgcagcccc cgccggagga gccggcccag gcggccatgg agggtccgca gcccgagaac 
600 

atgcagccac gaactcggcg cacgaagttc acgctgttgc aggtggagga gctggaaagt 
660 

gttttccgac acactcaata ccctgatgtg cccacaagaa gggaacttgc cgaaaactta 
720 

ggtgtgactg aagacaaagt gcgggtcagt acacttgaaa aagcaatttg agaggacagc 
780 

cattctaaaa cctgcttcag ggcattgaag gctttgaagg ctttgtcctg aacgttctaa 
840 

agttgttgtt tttattattg tcttttttat gttgacaaat aagttttgaa gtttgggttc 
900 

cttgtcggta gaaaaggaag taagctccag cttatggttc tttc 
944 

<210> 6224 

<211> 156 

<212> PRT 

<213 > Homo sapiens 

<4 00> 6224 


Met 

Ala 

Arg 

Ser 

Leu 

Val 

His 

Asp 

Thr 

Val 

Phe 

Tyr 

Cys 

Leu 

Ser 

Val 

1 




5 





10 





15 


Tyr 

Gin 

Val 

Lys 

lie 

Ser 

Pro 

Thr 

Pro 

Gin 

Leu Gly 

Ala 

Ala 

Ser 

Ser 




20 





25 





30 



Ala 

Glu 

Gly 

His 

Val 

Gly 

Gin 

Gly Ala 

Pro 

Gly Leu 

Met 

Gly Asn 

Met 



35 





40 





45 




Asn 

Pro 

Glu 

Gly 

Gly 

Val 

Asn 

His 

Glu 

Asn 

Gly Met 

Asn 

Arg Asp 

Gly 


50 





55 





60 





Gly Met 

He 

Pro 

Glu 

Gly 

Gly 

Gly Gly 

Asn 

Gin 

Glu 

Pro 

Arg 

Gin 

Gin 

65 





70 





75 





80 

Pro 

Gin 

Pro 

Pro 

Pro 

Glu 

Glu 

Pro 

Ala 

Gin 

Ala 

Ala 

Met 

Glu Gly 

Pro 





85 





90 





95 


Gin 

Pro 

Glu 

Asn 

Met 

Gin 

Pro 

Arg 

Thr 

Arg 

Arg 

Thr 

Lys 

Phe 

Thr 

Leu 




100 





105 





110 



Leu 

Gin 

Val 

Glu 

Glu 

Leu 

Glu 

Ser 

Val 

Phe 

Arg 

His 

Thr 

Gin 

Tyr 

Pro 



115 





120 





125 




Asp 

Val 

Pro 

Thr 

Arg 

Arg 

Glu 

Leu 

Ala 

Glu 

Asn 

Leu 

Gly 

Val 

Thr 

Glu 


130 





135 





140 





Asp 

Lys 

Val 

Arg 

Val 

Ser 

Thr 

Leu 

Glu 

Lys 

Ala 

lie 





14 5 





150 





155 







<210> 6225 

<211> 3851 

<212> DNA 

<213 > Homo sapiens 

<400 > 6225 

nggatccagc tgctgcgcag gtcagaccca gctgcttttg agtcccgcct ggagaaacgc 
60 

agtgaatttc ggaagcagcc agtggggcat tccaggcaag gtgattttat caaatgtgtg 
120 

gaacagaaga cagatgcctt ggggaaacag tctgtgaaca gaggattcac taaggacaag 
180 
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actctcagtt 

240 

cagatttggc 

300 

aagtttgatt 

360 

agaagggaag 

420 

gcacttataa 

480 

tatcctgaac 

540 

tttctgaatg 

600 

gatcggaaag 

660 

tatatgtctg 

720 

cagaaccaaa 

780 

tcgatagtct 

840 

agttggtaat 

900 

cttgatattc 

960 

tttccttttt 

1020 

gacttgattt 

1080 

cccaaatgat 

1140 

gctgtagtta 

1200 

agccaaacat 

1260 

atctagatga 

1320 

aatttcaggt 

1380 

tggcacccgc 

1440 

gcagtataaa 

1500 

aaaaacaact 

1560 

gtggggaaaa 

1620 

ataatgaaat 

1680 

aactcatctt 

1740 

agctggaaac 

1800 


caatctttaa 

agcaatattt 

tgatctggaa 

gttatgagtt 

atattcagac 

ttaaggaaga 

ttgctgaggc 

agacctacgg 

tcatcgctga 

ataagactta 

agagcccacc 

gagttgccct 

aggaacaaag 

taagtgttcg 

tgcacagtgt 

gagtttgtca 

gatatgggct 

cctgtttaaa 

tgccccccag 

atagttagat 

ttttctaact 

taaaattctt 

ctaaacatga 

tatagcaata 

ctgagttatg 

gggactgaaa 

ccatctttcg 


cattgagatg 

tgcagcaaaa 

ccgggctcag 

ttttgtagga 

ccgaggggaa 

aaagggcata 

acagtgcatc 

gttagtggag 

attggagcaa 

gaactgtaca 

ccctcctcag 

atgtgcttgt 

gtacctgaac 

aggttataac 

aacagcgcag 

tctttatgaa 

ttaatccttc 

ctgtagaata 

agatgccttt 

aaacaggtac 

ccacctgtta 

ttgtaaggag 

tacgaaaaag 

attttttttt 

tactgtccat 

aattgtttgg 

tttgtagtgt 


gtaaaagaaa 

gatacagtct 

tcctgtccaa 

caatggacag 

gctgcagcca 

gtgctgatga 

gccaaccaag 

acctttaacc 

agcggacttg 

ggttggccct 

gaactcaaga 

cgcaagcagt 

attctgataa 

aagagacagc 

ttgcattctg 

ctcatgacag 

ccatgcacca 

accagatatt 

agtgtaagta 

agggcctgca 

gaagctatgt 

aagattaatc 

tggatgaaag 

aagtctggct 

tgtgtcaggg 

aatgccagaa 

cactgttgtg 


aaactgcaga 

acgcagttat 

catttctatg 

gtactgaact 

gccagctgat 

ctgcagaaat 

ttcagctctt 

tcagaccaaa 

gagcagaact 

tcacctagtt 

gctcagcatt 

cacagagatg 

ttatctcagc 

caaggaccta 

gccactttga 

gataataagc 

gtcagctgaa 

cccatcaggt 

gctggcttgg 

tactattaaa 

gtttgaagga 

ctggtttgca 

caaatgttcc 

tacaatgttt 

ctatgggctg 

ataagaaagt 

gctccaagct 


agaaataaaa 

tcctgcagaa 

tgctctgcca 

ccacttcact 

tttatatcac 

ggattccaca 

ctacgctact 

tgagttcaaa 

gaaatgtgcc 

gactcagccc 

tataatgagc 

agccctatta 

atacttgagg 

caagacagtt 

ccttatagct 

ttgaagacct 

caaaagcata 

taaagacttc 

ggtatcagca 

ccatagtttg 

atgaatcagt 

tgattttttt 

cagattggat 

gttatacaaa 

attttatcaa 

tgttctccag 

cagtgatagg 
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aaaggacggt ggttacacac 
1860 

gcctttacca tggcatttct 
1920 

ttgcccaggc tggagtacag 
1980 

tcaagtgatt ctgctgcgtc 
2040 

acctggctta tttttgtatt 
2100 

ggtctcgaac tcctggcctc 
2160 

caggtgtgag ccaccgtgcc 
2220 

gctgctcctg cctaagatct 
2280 

gtattcgcag tttgtgtgtg 
2340 

ctgtccctaa gctctttaaa 
2400 

tgttgcacct ttgagtctat 
2460 

gctgctatcc tttcactatt 
2520 

ctgcttctgg tcctggcagt 
2580 

ttcattaaat gccttctgac 
2640 

tggggttgtt tttattggta 
2700 

ttagccatac atagtacatt 
2760 

gagtaagaag tggccattcg 
2820 

gccaagtagg atgtgtccat 
2880 

ttctttatat ttatttacct 
2940 

taatcagtaa atttgtcccc 
3000 

agttaagtga atctgggttc 
3060 

caaattgctt aaactatcta 
3120 

tatctacctc ataggattat 
3180 

actaccatcc ttttctctac 
3240 

tcagatgtgt agatcattct 
3300 

gaaactttaa gatgcagtag 
3360 

caaccgtaca ccaccccccc 
3420 


cagccttctg aacccaaggc 
ttctctttct ttttttcctg 
tagcgtgatc tcagctcgct 
agcctcctga ggagctagga 
gttgtagaga cagggtttca 
aagtgatcca ccaccttgac 
tggcctgaca tttctttatt 
ggttatatga cactgaatgt 
tgtgttttct tccttccaga 
tagggtggac atcccactat 
gtattgagag agacagatag 
tctctaaagg ttgagctgtt 
ttatcttttg agaaacttga 
cttctgaatg ttttgggtcc 
tccagttatg tttgcttgtc 
gatacacctc caccagcggg 
ttttaatcat tcctcctgga 
gtataaatgt gtggggcatg 
agaaagatct ggcaaagaac 
tggtgctagc atggtgttat 
atatgttagt gttgctattc 
attttggggt ttttttttcc 
tgtgagaatt aaattaactt 
ttcccttgcc cctcattaaa 
ttattccagt taaaagaaca 
catcaccfcaa agtgctttta 
acacacgtac taaatcaaga 


ccccagtatt gttgtcagct 
agatgaagtc ttgctctgtc 
gcaacctcta cctccctggt 
ttacaggcgc atgccaccat 
ctttgttggc caggctggct 
ctcccaaagt gctgggatta 
gatctaacat gctccactct 
ggtgagtggg aatttaagca 
agaattttta taggttgggc 
tctctgagcc gtgtctattt 
tattttttta aactggggaa 
aactaatgta aattctggac 
gtcttatctg ccctgccatt 
caagaatttt tgacatcaga 
tttccagatg ggcccagtta 
tgaggaaatg atggaaaaag 
tttgtcctca gtccccaact 
actaaagtac cacgtagctg 
tcaaagaaaa ttgtaccatt 
agaaagtgga caggctttag 
attagctcta tactgttgaa 
atctaaaata gggataataa 
cactatagta gaaaatatca 
gactaataca agttagcatt 
aactttatct catcagttct 
aaatgcagat tctcaggcct 
atatgtgcag aaggtactgg 
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gaatctactt gttaatatgt gctccaaatg attctgatgt aggtaattag ccagccacac 
3480 

tttgagaacc actgccttat ctattcttta caaaaatgta cattgccagg tctttctttc 
3540 

ctgtggatgc taactatagg atatttaggt tcctctgttc tttgtctccc atagtggccc 
3600 

cctttgcaaa ctccaaatac attatattta tttattcttg tgtctttttt cccccactag 
3660 

actgtgagct ccttgagggc caggacttat ctctgttcgc agtgccaagg acatggcctg 
3720 

gaccatagaa gatactcagt tttttgttga ataaataggt aatatggatt tcaaccaaaa 
3780 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
3840 

aaaaaaaaaa a 
3851 

<210> 6226 
<211> 246 
<212> PRT 

<213 > Homo sapiens 


<400> 6226 


Xaa 

He 

Gin 

Leu 

Leu 

Arg 

Arg 

Ser 

Asp 

Pro 

Ala 

Ala 

Phe 

Glu 

Ser 

Arg 

. 1 




5 





10 





15 


Leu 

Glu 

Lys 

Arg 

Ser 

Glu 

Phe 

Arg 

Lys 

Gin 

Pro 

Val 

Gly 

His 

Ser 

Arg 




20 





25 





30 



Gin 

Gly 

Asp 

Phe 

lie 

Lys 

Cys 

Val 

Glu 

Gin 

Lys 

Thr 

Asp 

Ala 

Leu 

Gly 



35 





40 





45 




Lys 

Gin 

Ser 

Val 

Asn 

Arg 

Gly 

Phe 

Thr 

Lys 

Asp 

Lys 

Thr 

Leu 

Ser 

Ser 


50 





55 





60 





He 

Phe 

Asn 

lie 

Glu 

Met 

Val 

Lys 

Glu 

Lys 

Thr 

Ala 

Glu 

Glu 

lie 

Lys 

65 





70 





75 





80 

Gin 

lie 

Trp 

Gin 

Gin 

Tyr 

Phe 

Ala 

Ala 

Lys 

Asp 

Thr 

Val 

Tyr 

Ala 

Val 





85 





90 





95 


lie 

Pro 

Ala 

Glu 

Lys 

Phe 

Asp 

Leu 

lie 

Trp 

Asn 

Arg 

Ala 

Gin 

Ser 

Cys 




100 





105 





110 



Pro 

Thr 

Phe 

Leu 

Cys 

Ala 

Leu 

Pro 

Arg 

Arg 

Glu 

Gly 

Tyr 

Glu 

Phe 

Phe 



115 





120 





125 




Val 

Gly 

Gin 

Trp 

Thr 

Gly 

Thr 

Glu 

Leu 

His 

Phe 

Thr 

Ala 

Leu 

lie 

Asn 


130 





135 





140 





lie 

Gin 

Thr 

Arg 

Gly 

Glu 

Ala 

Ala 

Ala 

Ser 

Gin 

Leu 

lie 

Leu 

Tyr 

His 

145 





150 





155 





160 

Tyr 

Pro 

Glu 

Leu 

Lys 

Glu 

Glu 

Lys 

Gly 

lie 

Val 

Leu 

Met 

Thr 

Ala 

Glu 





165 





170 





175 


Met 

Asp 

Ser 

Thr 

Phe 

Leu 

Asn 

Val 

Ala 

Glu 

Ala 

Gin 

Cys 

lie 

Ala 

Asn 




180 





185 





190 



Gin 

Val 

Gin 

Leu 

Phe 

Tyr 

Ala 

Thr 

Asp 

Arg 

Lys 

Glu 

Thr 

Tyr 

Gly 

Leu 



195 





200 





205 




Val 

Glu 

Thr 

Phe 

Asn 

Leu 

Arg 

Pro 

Asn 

Glu 

Phe 

Lys 

Tyr 

Met 

Ser 

Val 


210 





215 





220 





lie 

Ala 

Glu 

Leu 

Glu 

Gin 

Ser 

Gly 

Leu 

Gly 

Ala 

Glu 

Leu 

Lys 

Cys 

Ala 

225 





230 





235 





240 

Gin 

Asn 

Gin 

Asn 

Lys 

Thr 
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245 

<210> 6227 

<211> 830 

<212 > DNA 

<2 13 > Homo sapiens 

<400> 6227 

nnacagcctt cctgaaaaca cacccagcgc aggcaccagg ggtcccaccg atggacacac 
60 

cttggaggca gcacctacag agcggtgatt ttcgacatgg gcggagttct cattccttct 
120 

ccagggagag tcgctgcaga atgggaggta cagaatcgta tcccttctgg aactatatta 
180 

aaggccttga tggaaggtgg tgaaaatggg ccctggatga gatttatgag agcagaaata 
240 

acagcagagg gttttttacg agaatttggg agactttgct ctgaaatgtt aaagacctcc 
300 

gtgcctgtgg actcattttt ctctctgttg accagtgagc gagtggcaaa gcagttccca 
360 

gtgatgactg aggccataac tcaaattcgg gcaaaaggtc ttcagactgc agtcttgagc 
420 

aataattttt atcttcccaa ccagaaaagc tttttgcccc tggaccggaa acagtttgat 
480 

gtgattgtgg agtcctgcat ggaagggatc tgtaagccag accctaggat ctacaagctg 
54 0 

tgcttggagc agctcggcct gcagccctct gagtccatct ttcttgatga ccttggaaca 
600 

aatctaaaag aagctgccag acttggtatt cacaccatta aggttaatga cccagagact 
660 

gcagtaaagg aattagaagc tctcttgggt tttacattga gagtaggtgt tccaaacact 
720 

cggcctgtga aaaagacgat ggaaattccg aaagattcct tgcagaagta cctcaaagac 
780 

ttactgggta tccagaccac aggcccattg gaactacttc agtttgatca 
830 

<2 10 > 6228 

<211> 271 

<212 > PRT 

<213 > Homo sapiens 


<400 > 6228 


Lys 

His 

Thr 

Gin 

Arg 

Arg 

His 

Gin 

Gly 

Ser 

His 

Arg 

Trp 

Thr His 

Leu 

1 




5 





10 




15 


Gly 

Gly Ser 

Thr 

Tyr 

Arg 

Ala 

Val 

lie 

Phe 

Asp 

Met 

Gly 

Gly Val 

Leu 




20 





25 





30 


He 

Pro 

Ser 

Pro 

Gly 

Arg 

Val 

Ala 

Ala 

Glu 

Trp 

Glu 

Val 

Gin Asn 

Arg 



35 





40 





45 



lie 

Pro 

Ser 

Gly 

Thr 

lie 

Leu 

Lys 

Ala 

Leu 

Met 

Glu 

Gly 

Gly Glu 

Asn 


50 





55 





60 




Gly 

Pro 

Trp 

Met 

Arg 

Phe 

Met 

Arg 

Ala 

Glu 

lie 

Thr 

Ala 

Glu Gly 

Phe 

65 





70 





75 




80 

Leu 

Arg 

Glu 

Phe 

Gly 

Arg 

Leu 

Cys 

Ser 

Glu 

Met 

Leu 

Lys 

Thr Ser 

Val 
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85 90 95 

Pro Val Asp Ser Phe Phe Ser Leu Leu Thr Ser Glu Arg Val Ala Lys 
100 105 110 

Gin Phe Pro Val Met Thr Glu Ala lie Thr Gin He Arg Ala Lys Gly 
115 120 125 

Leu Gin Thr Ala Val Leu Ser Asn Asn Phe Tyr Leu Pro Asn Gin Lys 
130 135 140 

Ser Phe Leu Pro Leu Asp Arg Lys Gin Phe Asp Val lie Val Glu Ser 

145 150 155 160 

Cys Met Glu Gly lie Cys Lys Pro Asp Pro Arg lie Tyr Lys Leu Cys 

165 170 175 

Leu Glu Gin Leu Gly Leu Gin Pro Ser Glu Ser lie Phe Leu Asp Asp 
180 185 190 

Leu Gly Thr Asn Leu Lys Glu Ala Ala Arg Leu Gly lie His Thr lie 
195 200 205 

Lys Val Asn Asp Pro Glu Thr Ala Val Lys Glu Leu Glu Ala Leu Leu 
210 215 220 

Gly Phe Thr Leu Arg Val Gly Val Pro Asn Thr Arg Pro Val Lys Lys 

225 230 235 240 

Thr Met Glu lie Pro Lys Asp Ser Leu Gin Lys Tyr Leu Lys Asp Leu 

245 250 255 

Leu Gly lie Gin Thr Thr Gly Pro Leu Glu Leu Leu Gin Phe Asp 
260 265 270 

<210> 6229 
<211> 3105 
<212> DNA 

<213 > Homo sapiens 
<400> 6229 

nngagcggcc gcccgggcag gtaggaggct gagtcctggc cgcgggccgg ggccggggcg 
60 

ccgctggcag gagcgcttgg ggatcctcca agggcgacca tggccttgct gggtaagcgc 
120 

tgtgacgtcc ccaccaacgg ctgcggaccc gaccgctgga actccgcgtt cacccgcaaa 
180 

gacgagatca tcaccagcct cgtgtctgcc ttagactcca tgtgctcagc gctgtccaaa 
240 

ctgaacgccg aggtggcctg tgtcgccgtg cacgatgaga gcgcctttgt ggtgggcaca 
300 

gagaagggga gaatgttcct gaatgcccgg aaggagctac agtcagactt cctcaggttc 
360 

tgccgagggc ccccgtggaa ggatccggag gcagagcacc ccaagaaggt gcagcggggc 
420 

gagggtggag gccgtagcct ccctcggtcc tccctggaac atggctcaga tgtgtacctt 
480 

ctgcggaaga tggtagagga ggtgtttgat gttctttata gcgaggccct gggaagggcc 
540 

agtgtggtgc cactgcccta tgagaggctg ctcagggagc cagggctgct ggccgtgcag 
600 

gggctgcccg aaggcctggc cttccgaagg ccagccgagt atgaccccaa ggccctcatg 
660 

gccatcctgg aacacagcca ccgcatccgc ttcaagctca agaggccact tgaggatggc 
720 
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gggcgggact 

780 

cgaaggccct 

ggtggagctg 

aacggtgtct 

ccctgattcc 

caaggggtca 

cgggactgtg 

840 

gcctgcatgg 

ccaggccccc 

aaggtgccac 

cccaggacct 

gcccccaacc 

gccacctcct 

900 

cctccatggc 

cagcttcctg 

tacagcacgg 

cgctccccaa 

ccacgccatc 

cgagagctca 

960 

agcaggaagc 

accttcctgc 

ccccttgccc 

ccagcgacct 

gggcctgagt 

cggcccatgc 

1020 

cagagcccaa 

ggccaccggt 

gcccaagact 

tctccgactg 

ttgtggacag 

aagcccactg 

1080 

ggcctggtgg 

gcctctcatc 

cagaacgtcc 

atgcctccaa 

gcgcattctc 

ttctccatcg 

1140 

tccatgacaa 

gtcagagaag 

tgggacgcct 

tcataaagga 

aaccgaggac 

atcaacacgc 

1200 

tccgggagtg 

tgtgcagatc 

ctgtttaaca 

gcagatatgc 

ggaagccctg 

ggcctgggca 

1260 

acatggtccc 

cgtgccctac 

cggaagattg 

cctgtgaccc 

ggaggctgtg 

gagatcgtgg 

1320 

gcatcccgga 

caagatcccc 

ttcaagcgcc 

cctgcactta 

cggagtcccc 

aagctgaagc 

1380 

ggatcctgga 

ggagcgccat 

agtatccact 

tcatcattaa 

gaggatgttt 

gatgagcgaa 

1440 

ttttcacagg 

gaacaagttt 

accaaagaca 

ccacgaagct 

ggagccagcc 

agcccgccag 

1500 

aggacacctc 

tgcagaggtc 

tctagggcca 

ccgtccttga 

ccttgctggg 

aatgctcggt 

1560 

cagacaaggg 

cagcatgtct 

gaagactgtg 

ggccaggaac 

ctccggggag 

ctgggcgggc 

1620 

tgaggccgat 

caaaattgag 

ccagaggatc 

tggacatcat 

tcaggtcacc 

gtcccagacc 

1680 

cctcgccaac 

ctctgaggaa 

atgacagact 

cgatgcctgg 

gcacctgcca 

tcggaggatt 

1740 

ctggttatgg 

gatggagatg 

ctgacagaca 

aaggtctgag 

tgaggacgcg 

cggcccgagg 

1800 

agaggcccgt 

ggaggacagc 

cacggtgacg 

tgatccggcc 

cctgcggaag 

caggtggagc 

1860 

tgctcttcaa 

cacacgatac 

gccaaggcca 

ttggcatctc 

ggagcccgtc 

aaggtgccgt 

1920 

actccaagtt 

tctgatgcac 

ccggaggagc 

tgtttgtggt 

gggactgcct 

gaaggcatct 

1980 

ccctccgcag 

gcccaactgc 

ttcgggatcg 

ccaagctccg 

gaagattctg 

gaggccagca 

2040 

acagcatcca 

gtttgtcatc 

aagaggcccg 

agctgctcac 

tgagggagtc 

aaagagccca 

2100 

tcgtggatag 

tcaagagagg 

gattccgggg 

accctctggt 

ggacgagagc 

ctgaagagac 

2160 

agggctttca 

agaaaattat 

gacgcgaggc 

tctcacggat 

cgacatcgcc 

aacacactaa 

2220 

gggagcaggt 

ccaggacctt 

ttcaataaga 

aatacgggga 

agccttgggc 

atcaagtacc 

2280 

cggtccaggt 

cccctacaag 

cggatcaaga 

gtaaccccgg 

ctccgtgatc 

atcgaggggc 

2340 

tgcccccagg 

aatcccgttc 

cgaaagccct 

gtaccttcgg 

ctcccagaac 
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ctggagagga 
24 00 

ttcttgctgt 

ggctgacaag 

atcaagttca 

cagtcaccag 

gcctttccaa 

ggactcatcc 

2460 

caaagcctga 

tgaagatgac 

gccaacagac 

tcggggagaa 

ggtgatcctg 

cgggagcagg 

2520 

tgaaggaact 

cttcaacgag 

aaatacggtg 

aggccctggg 

cctgaaccgg 

ccggtgctgg 

2580 

tcccttataa 

actaatccgg 

gacagcccag 

acgccgtgga 

ggtcacgggt 

ctgcctgatg 

2640 

acatcccctt 

ccggaacccc 

aacacgtacg 

acatccaccg 

gctggagaag 

atcctgaagg 

2700 

cccgagagca 

tgtccgcatg gtcatcatta 

accagctcca 

accctttgca 

gaaatctgca 

2760 

atgatgccaa 

ggtgccagcc 

aaagacagca 

gcattcccaa 

gcgcaagaga 

aagcgggtct 

2820 

cggaaggaaa 

ttccgtctcc 

tcttcctcct 

cgtcttcctc 

ttcctcgtcc 

tctaacccgg 

2880 

attcagtggc 

atcggccaac 

cagatctcac 

tcgtgcaatg 

gccaatgtac 

atggtggact 

2940 

atgccggcct 

gaacgtgcag 

ctcccgggac 

ctcttaatta 

ctagacctca 

gtactgaatc 

3000 

aggacctcac 

tcagaaagac 

taaaggaaat 

gtaatttatg 

tacaaaatgt 

atattcggat 

3060 

atgtatcgat 

gccttttagt 

ttttccaatg 

atttttacac 

tatattcctg 

ccaccaaggc 

ctttttaaat 

aagtaaaaaa 

aaaaaaaaaa 

aaaaa 



3105 

<210> 6230 
<211> 944 
<212 > PRT 
<213> Homo sapiens 


<400 > 6230 


Met 

Ala 

Leu 

Leu 

Gly 

Lys 

Arg 

Cys 

Asp 

Val 

Pro 

Thr 

Asn 

Gly 

Cys 

Gly 

1 




5 





10 





15 


Pro Asp 

Arg 

Trp 

Asn 

Ser 

Ala 

Phe 

Thr 

Arg 

Lys 

Asp 

Glu 

He 

lie 

Thr 




20 





25 





30 



Ser 

Leu 

Val 

Ser 

Ala 

Leu 

Asp 

Ser 

Met 

Cys 

Ser 

Ala 

Leu 

Ser 

Lys 

Leu 



35 





40 





45 




Asn 

Ala 

Glu 

Val 

Ala 

Cys 

Val 

Ala 

Val 

His 

Asp 

Glu 

Ser 

Ala 

Phe 

Val 


50 





55 





60 





Val 

Gly 

Thr 

Glu 

Lys 

Gly 

Arg 

Met 

Phe 

Leu 

Asn 

Ala 

Arg 

Lys 

Glu 

Leu 

65 





70 





75 





80 

Gin 

Ser 

Asp 

Phe 

Leu 

Arg 

Phe 

Cys 

Arg 

Gly 

Pro 

Pro 

Trp 

Lys 

Asp 

Pro 





85 





90 





95 


Glu 

Ala 

Glu 

His 

Pro 

Lys 

Lys 

Val 

Gin 

Arg 

Gly 

Glu 

Gly 

Gly 

Gly 

Arg 




100 





105 





110 



Ser 

Leu 

Pro 

Arg 

Ser 

Ser 

Leu 

Glu 

His 

Gly 

Ser 

Asp 

Val 

Tyr 

Leu 

Leu 



115 





120 





125 




Arg 

Lys 

Met 

Val 

Glu 

Glu 

Val 

Phe 

Asp 

Val 

Leu 

Tyr 

Ser 

Glu 

Ala 

Leu 


130 





135 





140 





Gly Arg 

Ala 

Ser 

Val 

Val 

Pro 

Leu 

Pro 

Tyr 

Glu 

Arg 

Leu 

Leu 

Arg 

Glu 

145 





150 





155 





160 

Pro 

Gly 

Leu 

Leu 

Ala 

Val 

Gin 

Gly 

Leu 

Pro 

Glu 

Gly 

Leu 

Ala 

Phe 

Arg 
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165 





170 





175 


Arg 

Pro 

Ala 

Glu 

Tyr 

Asp 

Pro 

Lys 

Ala 

Leu 

Met 

Ala 

lie 

Leu 

Glu 

His 




180 





185 





190 



Ser 

His 

Arg 

lie 

Arg 

Phe 

Lys 

Leu 

Lys 

Arg 

Pro 

Leu 

Glu 

Asp 

Gly 

Gly 



195 





200 





205 




Arg 

Asp 

Ser 

Lys 

Ala 

Leu 

Val 

Glu 

Leu 

Asn 

Gly 

Val 

Ser 

Leu 

lie 

Pro 


210 





215 





220 





Lys 

Gly 

Ser 

Arg 

Asp 

Cys 

Gly 

Leu 

His 

Gly 

Gin 

Ala 

Pro 

Lys 

Val 

Pro 

225 





230 





235 





240 

Pro 

Gin 

Asp 

Leu 

Pro 

Pro 

Thr 

Ala 

Thr 

Ser 

Ser 

Ser 

Met 

Ala 

Ser 

Phe 





245 





250 





255 


Leu 

Tyr 

Ser 

Thr 

Ala 

Leu 

Pro 

Asn 

His 

Ala 

lie 

Arg 

Glu 

Leu 

Lys 

Gin 




260 





265 





270 



Glu 

Ala 

Pro 

Ser 

Cys 

Pro 

Leu 

Ala 

Pro 

Ser 

Asp 

Leu 

Gly 

Leu 

Ser 

Arg 



275 





280 





285 




Pro 

Met 

Pro 

Glu 

Pro 

Lys 

Ala 

Thr 

Gly 

Ala 

Gin 

Asp 

Phe 

Ser 

Asp 

Cys 


290 





295 





300 





Cys 

Gly 

Gin 

Lys 

Pro 

Thr 

Gly 

Pro 

Gly 

Gly 

Pro 

Leu 

lie 

Gin 

Asn 

Val 

305 





310 





315 





320 

His 

Ala 

Ser 

Lys 

Arg 

lie 

Leu 

Phe 

Ser 

lie 

Val 

His 

Asp 

Lys 

Ser 

Glu 





325 





330 





335 


Lys 

Trp 

Asp 

Ala 

Phe 

lie 

Lys 

Glu 

Thr 

Glu 

Asp 

lie 

Asn 

Thr 

Leu 

Arg 




340 





345 





350 



Glu 

Cys 

Val 

Gin 

lie 

Leu 

Phe 

Asn 

Ser 

Arg 

Tyr 

Ala 

Glu 

Ala 

Leu 

Gly 



355 





360 





365 




Leu Gly 

Asn 

Met 

Val 

Pro 

Val 

Pro 

Tyr 

Arg 

Lys 

lie 

Ala 

Cys 

Asp 

Pro 


370 





375 





380 





Glu 

Ala 

Val 

Glu 

lie 

Val 

Gly 

He 

Pro 

Asp 

Lys 

lie 

Pro 

Phe 

Lys 

Arg 

385 





390 





395 





400 

Pro 

Cys 

Thr 

Tyr 

Gly 

Val 

Pro 

Lys 

Leu 

Lys 

Arg 

lie 

Leu 

Glu 

Glu 

Arg 





405 





410 





415 


His 

Ser 

lie 

His 

Phe 

lie 

lie 

Lys 

Arg 

Met 

Phe 

Asp 

Glu 

Arg 

lie 

Phe 




420 





425 





430 



Thr Gly 

Asn 

Lys 

Phe 

Thr 

Lys 

Asp 

Thr 

Thr 

Lys 

Leu 

Glu 

Pro 

Ala 

Ser 



435 





440 





445 




Pro 

Pro 

Glu 

Asp 

Thr 

Ser 

Ala 

Glu 

Val 

Ser 

Arg 

Ala 

Thr 

Val 

Leu 

Asp 


450 





455 





460 





Leu 

Ala 

Gly 

Asn 

Ala 

Arg 

Ser 

Asp 

Lys Gly 

Ser 

Met 

Ser 

Glu 

Asp 

Cys 

465 





470 





475 





480 

Gly Pro 

Gly 

Thr 

Ser 

Gly 

Glu 

Leu 

Gly Gly 

Leu 

Arg 

Pro 

lie 

Lys 

lie 





485 





490 





495 


Glu 

Pro 

Glu 

Asp 

Leu 

Asp 

lie 

lie 

Gin 

Val 

Thr 

Val 

Pro 

Asp 

Pro 

Ser 




500 





505 





510 



Pro 

Thr 

Ser 

Glu 

Glu 

Met 

Thr 

Asp 

Ser 

Met 

Pro 

Gly His 

Leu 

Pro 

Ser 



515 





520 





525 




Glu Asp 

Ser 

Gly 

Tyr 

Gly 

Met 

Glu 

Met 

Leu 

Thr 

Asp 

Lys 

Gly 

Leu 

Ser 


530 





535 





540 





Glu Asp 

Ala 

Arg 

Pro 

Glu 

Glu 

Arg 

Pro 

Val 

Glu 

Asp 

Ser 

His 

Gly 

Asp 

545 





550 





555 





560 

Val 

He 

Arg 

Pro 

Leu 

Arg 

Lys 

Gin 

Val 

Glu 

Leu 

Leu 

Phe 

Asn 

Thr 

Arg 





565 





570 





575 


Tyr 

Ala 

Lys 

Ala 

lie 

Gly 

lie 

Ser 

Glu 

Pro 

Val 

Lys 

Val 

Pro 

Tyr 

Ser 




580 





585 





590 



Lys 

Phe 

Leu 

Met 

His 

Pro 

Glu 

Glu 

Leu 

Phe 

Val 

Val 

Gly 

Leu 

Pro 

Glu 
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595 




600 





605 


Gly 

He 

Ser Leu 

Arg 

Arg 

Pro 

Asn 

Cys 

Phe 

Gly 

lie 

Ala 

Lys Leu Arg 


610 




615 





620 



Lys 

lie 

Leu Glu 

Ala 

Ser 

Asn 

Ser 

lie 

Gin 

Phe 

Val 

lie 

Lys Arg Pro 

625 




630 





635 



640 

Glu 

Leu 

Leu Thr 

Glu 

Gly 

val 

Lys 

Glu 

Pro 

lie 

Val 

Asp 

Ser Gin Glu 




645 





650 




655 

Arg 

Asp 

Ser Gly 

Asp 

Pro 

Leu 

Val 

Asp 

Glu 

Ser 

Leu 

Lys 

Arg Gin Gly 



660 





665 





670 

Phe 

Gin 

Glu Asn 

Tyr 

Asp 

Ala 

Arg 

Leu 

Ser 

Arg 

lie 

Asp 

lie Ala Asn 



675 




680 





685 


Thr 

Leu 

Arg Glu 

Gin 

Val 

Gin 

Asp 

Leu 

Phe 

Asn 

Lys 

Lys 

Tyr Gly Glu 


690 




695 





700 



Ala 

Leu 

Gly lie 

Lys 

Tyr 

Pro 

Val 

Gin 

Val 

Pro 

Tyr 

Lys 

Arg lie Lys 

705 




710 





715 



720 

Ser 

Asn 

Pro Gly 

Ser 

Val 

lie 

lie 

Glu 

Gly 

Leu 

Pro 

Pro 

Gly lie Pro 




725 





730 




735 

Phe 

Arg 

Lys Pro 

Cys 

Thr 

Phe 

Gly 

Ser 

Gin 

Asn 

Leu 

Glu 

Arg lie Leu 



740 





745 





750 

Ala 

Val 

Ala Asp 

Lys 

lie 

Lys 

Phe 

Thr 

Val 

Thr 

Arg 

Pro 

Phe Gin Gly 



755 




760 





765 


Leu 

lie 

Pro Lys 

Pro 

Asp 

Glu 

Asp 

Asp 

Ala 

Asn 

Arg 

Leu 

Gly Glu Lys 


770 




775 





780 



Val 

lie 

Leu Arg 

Glu 

Gin 

Val 

Lys 

Glu 

Leu 

Phe 

Asn 

Glu 

Lys Tyr Gly 

785 




790 





795 



800 

Glu 

Ala 

Leu Gly 

Leu 

Asn 

Arg 

Pro 

Val 

Leu 

Val 

Pro 

Tyr 

Lys Leu lie 




805 





810 




815 

Arg 

Asp 

Ser Pro 

Asp 

Ala 

Val 

Glu 

Val 

Thr 

Gly 

Leu 

Pro 

Asp Asp lie 



820 





825 





830 

Pro 

Phe 

Arg Asn 

Pro 

Asn 

Thr 

Tyr 

Asp 

lie 

His 

Arg 

Leu 

Glu Lys lie 



835 




840 





845 


Leu 

Lys 

Ala Arg 

Glu 

His 

Val 

Arg 

Met 

val 

lie 

lie 

Asn 

Gin Leu Gin 


850 




855 





860 



Pro 

Phe 

Ala Glu 

lie 

Cys 

Asn 

Asp 

Ala 

Lys 

Val 

Pro 

Ala 

Lys Asp Ser 

865 




870 





875 



880 

Ser 

lie 

Pro Lys 

Arg 

Lys 

Arg 

Lys 

Arg 

Val 

Ser 

Glu 

Gly 

Asn Ser Val 




885 





890 




895 

Ser 

Ser 

Ser Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Asn 

Pro Asp Ser 



900 





905 





910 

Val 

Ala 

Ser Ala 

Asn 

Gin 

lie 

Ser 

Leu 

Val 

Gin 

Trp 

Pro 

Met Tyr Met 



915 




920 





925 


Val 

Asp 

Tyr Ala 

Gly 

Leu 

Asn 

Val 

Gin 

Leu 

Pro 

Gly 

Pro 

Leu Asn Tyr 


930 




935 





940 




<210> 6231 

<2ll> 471 

<212> DNA 

<213 > Homo sapiens 

<400> 6231 

tgatcattgg gatcacttgt tggaatggcc gggttcctgt gcaggcacct agcaaatgtc 
60 

taccaatgac aggccctact cacagccact gcactccagc ttgggcgaca gaacgaggcc 
120 
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ttgccttttt aaaaaaaaaa aaaaggctca aaaaaagagt atgctgggcc aaaaatctgg 
180 

cccctcaggc ctcctgacct ggaggagaaa aaggggcccg aagccccccg ttgcccccat 
240 

ctccatatgg aatggcacaa cccctcgagg ggaacccccc cctaaccata gttctaaaaa 
300 

ggggacaaaa aaatgggcgc tggatttttc aacgccggaa acccaattcc caccccctgg 
360 

ccggccgttc ttagggattc . caacttggga cccaacctgg gcgtattctg ggccttactt 
420 

gtttcttgtg ggaattggta ttccgttccc atttccccca ccttccaacc c 
471 

<210> 6232 
<211 > 138 
<212> PRT 

<213> Homo sapiens 
<400> 6232 


Met 

Ser 

Thr 

Asn 

Asp 

Arg 

Pro 

Tyr 

Ser 

Gin 

Pro 

Leu 

His 

Ser 

Ser 

Leu 

1 




5 





10 





15 


Gly 

Asp 

Arg 

Thr 

Arg 

Pro 

Cys 

Leu 

Phe 

Lys 

Lys 

Lys 

Lys 

Lys 

Ala 

Gin 




20 





25 





30 



Lys 

Lys 

Ser 

Met 

Leu 

Gly 

Gin 

Lys 

Ser 

Gly 

Pro 

Ser Gly 

Leu 

Leu 

Thr 



35 





40 





45 




Trp 

Arg 

Arg 

Lys 

Arg 

Gly 

Pro 

Lys 

Pro 

Pro 

Val 

Ala 

Pro 

lie 

Ser 

lie 


50 





55 





60 





Trp 

Asn 

Gly 

Thr 

Thr 

Pro 

Arg 

Gly Glu 

Pro 

Pro 

Pro 

Asn 

His 

Ser 

Ser 

65 





70 





75 





80 

Lys 

Lys 

Gly 

Thr 

Lys 

Lys 

Trp 

Ala 

Leu 

Asp 

Phe 

Ser 

Thr 

Pro 

Glu 

Thr 





85 





90 





95 


Gin 

Phe 

Pro 

Pro 

Pro 

Gly 

Arg 

Pro 

Phe 

Leu 

Gly 

He 

Pro 

Thr 

Trp 

Asp 




100 





105 





110 



Pro 

Thr 

Trp 

Ala 

Tyr 

Ser 

Gly 

Pro 

Tyr 

Leu 

Phe 

Leu 

Val 

Gly 

lie 

Gly 



115 





120 





125 




lie 

Pro 

Phe 

Pro 

Phe 

Pro 

Pro 

Pro 

Ser 

Asn 








130 





135 











<210> 6233 
<211> 894 
<212> DNA 

<213> Homo sapiens 
<400> 6233 

acgcgtgaag ggaaaaagag aaggcgctgt cccgctcttg ctacggtggc ctggaggagt 
60 

ggcgaaaccg gaacagagaa tttatcactt ctgggactca cagtcgtgat gtctttcaag 
120 

agggaaggag acgattggag tcaactcaat gtgctcaaaa aaagaagagt cggggacctc 
180 

ctagccagtt acattccaga ggatgaggcg ctgatgcttc gggatggacg ctttgcttgt 
240 

gccatctgcc cccatcgacc ggtactggac accctggcca tgctgactgc ccaccgtgca 
300 
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ggcaagaaac atctgtccag cttgcagctt 
360 

agaaagcaga atccaaaaca tcagaatgaa 
420 

cctctgctaa ctcagacacg acttatcacc 
480 

aacagttgct gccgccggaa gtacagacca 
540 

cctatgccac cctcagaggt caaactccaa 
600 

gcggctggcc cacaggccga ggagtcagca 
660 

acaagaagac gagccctgga ccattatctc 
720 

ggacgaggtc gatgggtaaa agatgaaaat 
780 

cctgatctcc ccttggactg ataccctttt 
840 

tgctgagaac ttaaaaaaaa aaaaaaaaaa 
894 

<210> 6234 

<211> 230 

<212> PRT 

<213 > Homo sapiens 


<400> 6234 


Met 

Ser 

Phe 

Lys 

Arg 

Glu 

Gly 

Asp 

1 




5 




Lys 

Lys 

Arg 

Arg 

Val 

Gly 

Asp 

Leu 




20 





Gill 

Ala 

Leu 

Met 

Leu 

Arg 

Asp 

Gly 



35 





40 

His 

Arg 

Pro 

Val 

Leu 

Asp 

Thr 

Leu 


50 





55 


Gly Lys 

Lys 

His 

Leu 

Ser 

Ser 

Leu 

65 





70 



Pro Gly 

Lys 

Glu 

Arg 

Lys 

Gin 

Asn 





85 




Arg 

Glu 

Glu 

Thr 

Lys 

Ala 

Glu 

Ala 




100 





He 

Thr 

Gin 

Ser 

Ala 

Leu 

His 

Arg 



115 





120 

Arg 

Arg 

Lys 

Tyr 

Arg 

Pro 

Glu 

Ala 


130 





135 


Pro 

Met 

Pro 

Pro 

Ser 

Glu 

Val 

Lys 

145 





150 



Glu 

Pro 

Glu 

Pro 

Ala 

Ala 

Gly 

Pro 





165 




Ser 

Ala 

Pro 

Ala 

Pro 

Met 

Ser 

Pro 




180 





Tyr 

Leu 

Thr 

Leu 

Arg 

Ser 

Ser 

Gly 



195 





200 

Trp 

Val 

Lys 

Asp 

Glu 

Asn 

Val 

Glu 


ttctatggca agaagcagcc gggaaaggaa 
ttgagaaggg aagaaaccaa agctgaggct 
cagagtgctc tgcacagagc tccccactat 
gaagcccctg gtccctctgt ctccctttcc 
agtgggaaga tcagtaggga acctgaacct 
actgtctcag cccctgcacc catgagcccc 
acccttcgaa gctctggatg gatcccagat 
gttgagtttg actctgatga ggaggaacca 
cccattcatt cacaaataaa ttacaatggg 
aaaaaaaaaa aaaaaaaaaa aaaa 


Asp 

Trp 

Ser 

Gin 

Leu 

Asn 

Val 

Leu 


10 





15 


Leu 

Ala 

Ser 

Tyr 

lie 

Pro 

Glu 

Asp 

25 





30 



Arg 

Phe 

Ala 

Cys 

Ala 

lie 

Cys 

Pro 





45 




Ala 

Met 

Leu 

Thr 

Ala 

His 

Arg 

Ala 




60 





Gin 

Leu 

Phe 

Tyr 

Gly 

Lys 

Lys 

Gin 



75 





80 

Pro 

Lys 

His 

Gin 

Asn 

Glu 

Leu 

Arg 


90 





95 


Pro 

Leu 

Leu 

Thr 

Gin 

Thr 

Arg 

Leu 

105 





110 



Ala 

Pro 

His 

Tyr 

Asn 

Ser 

Cys 

Cys 





125 




Pro 

Gly 

Pro 

Ser 

Val 

Ser 

Leu 

Ser 




140 





Leu 

Gin 

Ser 

Gly 

Lys 

lie 

Ser 

Arg 



155 





160 

Gin 

Ala 

Glu 

Glu 

Ser 

Ala 

Thr 

Val 


170 





175 


Thr 

Arg 

Arg 

Arg 

Ala 

Leu 

Asp 

His 

185 





190 



Trp 

lie 

Pro 

Asp 

Gly 

Arg 

Gly 

Arg 





205 




Phe 

Asp 

Ser 

Asp 

Glu 

Glu 

Glu 

Pro 
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210 215 

Pro Asp Leu Pro Leu Asp 
225 230 

<210> 6235 
<211> 3427 
<212> DNA 

<213> Homo sapiens 
<400> 6235 

cctagggcgc ccgaacccgc ggcggcggtg 
60 

gtccgggact ttccgttcga gctcatcccg 
120 

tgggccctgc accgcggccg caagaaggcc 
180 

gatgtgaagc ctggcgcgga agagcagacc 
240 

aaaactctac ggcaccccaa catcctggct 
300 

ctccacgtcg tgacagaggc tgtgaccccg 
360 

gctggtggcc tgaaggagct ggagatctcc 
420 

agcttcctgg tcaacgactg cagcctcatc 
480 

gtggaccgag ctggcgagtg gaagcttggg 
540 

aacggtgggg gacctccccg caaggggatc 
600 

ttggctgaca gcagtggcag agtggtcaga 
660 

ggctgcctoa tttgggaagt cttcaatggg 
720 

cctgggaaga tccccaaaac gctggtgccc 
780 

aaagtacgtc ccaacccagc ccgcttcctg 
840 

agcaaccgct ttgtggagac caacctgttc 
900 

gagaagcaaa aattcttcca agagctgagc 
960 

tgtcggcaca aggtgctgcc ccagctgctg 
1020 

gttgtcctca cgcccctctt caaggtgggc 
1080 

aagatcatcc ctgtggtggt caagatgttc 
1140 

ctcctgcagc agatggagca gttcatccag 
1200 

atcttccccc acgtcgtaca tggcttcctg 
1260 

gtcaagtcca tgctgctcct ggccccaaag 
1320 


220 


gggacaatgt ggttctttgc ccgggacccg 
gagcccccag agggcggcct gcccgggccc 
acaggcagcc ccgtgtccat cttcgtctat 
caggtggcca aagctgcctt caagcgcttc 
cacatcgatg gactggagac agaaaaatgc 
ttgggaatat acctcaaggc gagagtggag 
tgggggctac accagatcgt gaaagccctc 
cacaacaatg tctgcatggc cgccgtgttc 
ggcctggact acatgtattc ggcccagggc 
cccgagcttg agcagtatga ccccccggag 
gagaagtggt cagcagacat gtggcgcttg 
cccctacctc gggcagcagc cctacgcaac 
cattactgtg agctggtggg agcaaacccc 
cagaactgcc gggcacctgg tggcttcatg 
ctggaggaga ttcagatcaa agagccagcc 
aagagcctgg acgcattccc tgaggatttc 
accgccttcg agttcggcaa tgctggggcc 
aagttcctga gcgctgagga gtatcagcag 
tcatccactg accgggccat gcgcatccgc 
taccttgacg agccaacagt caacacccag 
gacaccaacc ctgccatccg ggagcagacg 
ctgaacgagg ccaacctcaa tgtggagctg 
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atgaagcact ttgcacggct 
1380 

acagtctgcc tgggcaaaat 
1440 

acctctgcct tcagccgagc 
1500 

ctgggctttg ctgccaccca 
1560 

cctgtgctct gcggtctcac 
1620 

gccattcgga gcttcctgtc 
1680 

gaagtggaga aggatgtcca 
1740 

tgggcaggct gggccgtgac 
1800 

ccaaccactg ccccaacaga 
1860 

gccccagccc ccacccctgt 
1920 

gaggaggaca aggacacagc 
1980 

tggggcagcc tggagcagga 
204 0 

gggggccaag tgagccgtgc 
2100 

ccagagtccg actggagcag 
2160 

ccaagctccc aggagccacc 
2220 

ggcccagagt ccagcgacaa 
2280 

cagccgaggc cagactcttg 
2340 

caggtcaagg ctgagctggc 
2400 

aaacgcgccg agaggaaggt 
2460 

tgaaccgtgg cggtggccct 
2520 

tacaaaccat gtgagcccgg 
2580 

cacaataaat tctatttcac 
2640 

tggggtctgg cgccgcctgc 
2700 

cgaaagccaa gggtaaagag 
2760 

gaggaaggca ggcagcgccc 
2820 

ccggtagggg cgcctcgggt 
2880 

gggtccgagc cacaagtcgg 
2940 


acaggccaag gatgaacagg 
cggctcctac ctcagtgcta 
cactagggac ccgtttgcac 
caacctctac tcaatgaacg 
tgtagatcct gagaaatccg 
caaattggag tctgtgtcgg 
tgcagcctcc agccctggca 
cggggtctcc tcactcacct 
aaccaacatt ccccaaagac 
tcctgccacc cctacaacct 
agaggacagc agcactgctg 
ggccgagtct gtgctggccc 
tagtcaggtc agcaactccg 
ctgggaagct gagggctcct 
tcctgacggt acacggctgg 
gggcgacccc ttcgctaccc 
gggtgaggac aactgggagg 
ccggaagaag cgcgaggagc 
ggccaagggc cccatgaagc 
tcccggctgc ggagagcccg 
ccggcccagc caggccatct 
accccttgtg ccgggctcag 
gcagcccgcg cccacgtcag 
gcacgatctg atttatcagt 
gccggagacc ttacaaccgc 
ctcaaggcgc cgggagggtc 
ggcagaagtg aggccgagct 


gccccatccg ctgcaacacc 
gcaccagaca cagggtcctt 
cgtcccgggt tgcgggtgtc 
actgtgccca gaagatcctg 
tgcgagacca ggccttcaag 
aggacccgac ccagctggag 
tgggaggagc cgcagctagc 
ccaagctgat ccgttcgcac 
ccacgcctga aggagttcct 
caggccactg ggagacgcag 
acagatggga cgacgaagac 
agcaggacga ctggagcacc 
accacaaatc ctccaaatcc 
gggaacaggg ctggcaggag 
ccagcgagta taactggggt 
tgtctgcacg tcccagcacc 
gcctcgagac tgacagtcga 
ggcggcggga gatggaggcc 
tgggagcccg gaagctggac 
ccccacagat gtatttattg 
cacgtgtaca taatcagagc 
tctagcccct gggaggcggc 
acgtgaacat caatttgctt 
ttctaggaaa caccctctgg 
ccgctaaccg gggagggggg 
tgcgggccct gaaggtccct 
cgcggaaatc cctcagtgat 
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caccgaggtc tgggccgagg gcggcgtcgg cggcgtcagc ggcggcgctg gggaacgcag 
3000 

gccccgtgcg ggcggctgcg cgcgaagccg gctttgcaga cgcagcggaa ggagccgctg 
3060 

gtgttcacgc agcgctcgct cttgcacagc agcccgcgct ggttcagctc tcggcactcg 
3120 

tcgatatcca cgcagcgggc gcgggaggcg tcgagctgga agccgccggg acactcgcac 
3180 

acggcgccgc ccggccgcgg cacgcagcgg ccactcacgc agcgacactc gtctgaatcc 
3240 

tcctctgaac tgtcctcatc tcttgagggc ttcactccca cccaggacca gcacggttgt 
3300 

gaggaggtgg agcagcccca ccacaagaag gagtgctacc tgaacttcga tgacacagtg 
3360 

ttctgcgaca gcgtattggc caccaacgtg acccagcagg agtgctgctg ctctctgggg 

3420 

gccggcc 

3427 

<210 > 6236 
<211 > 820 
<212> PRT 

<213> Homo sapiens 


<400> 6236 


Pro 

Arg 

Ala 

Pro 

Glu 

Pro 

Ala 

Ala 

Ala 

Val 

Gly 

Thr 

Met 

Trp 

Phe 

Phe 

1 




5 





10 





15 


Ala 

Arg 

Asp 

Pro 

Val 

Arg 

Asp 

Phe 

Pro 

Phe 

Glu 

Leu 

lie 

Pro 

Glu 

Pro 




20 





25 





30 



Pro 

Glu 

Gly 

Gly 

Leu 

Pro 

Gly 

Pro 

Trp 

Ala 

Leu 

His 

Arg 

Gly 

Arg 

Lys 



35 





40 





45 




Lys 

Ala 

Thr 

Gly 

Ser 

Pro 

Val 

Ser 

lie 

Phe 

Val 

Tyr 

Asp 

Val 

Lys 

Pro 


50 





55 





60 





Gly 

Ala 

Glu 

Glu 

Gin 

Thr 

Gin 

Val 

Ala 

Lys 

Ala 

Ala 

Phe 

Lys 

Arg 

Phe 

65 





70 





75 





80 

Lys 

Thr 

Leu 

Arg 

His 

Pro 

Asn 

lie 

Leu 

Ala 

Tyr 

lie 

Asp 

Gly 

Leu 

Glu 





85 





90 





95 


Thr 

Glu 

Lys 

Cys 

Leu 

His 

Val 

Val 

Thr 

Glu 

Ala 

Val 

Thr 

Pro 

Leu 

Gly 




100 





105 





110 



He 

Tyr 

Leu 

Lys 

Ala 

Arg 

Val 

Glu 

Ala 

Gly 

Gly 

Leu 

Lys 

Glu 

Leu 

Glu 



115 





120 





125 




lie 

Ser 

Trp 

Gly 

Leu 

His 

Gin 

lie 

Val 

Lys 

Ala 

Leu 

Ser 

Phe 

Leu 

Val 


130 





135 





140 





Asn 

Asp 

Cys 

Ser 

Leu 

lie 

His 

Asn 

Asn 

Val 

Cys 

Met 

Ala 

Ala 

Val 

Phe 

145 





150 





155 





160 

Val 

Asp 

Arg 

Ala 

Gly 

Glu 

Trp 

Lys 

Leu 

Gly 

Gly 

Leu 

Asp 

Tyr 

Met 

Tyr 





165 





170 





175 


Ser 

Ala 

Gin 

Gly 

Asn 

Gly 

Gly 

Gly 

Pro 

Pro 

Arg 

Lys 

Gly 

lie 

Pro 

Glu 




180 





185 





190 



Leu 

Glu 

Gin 

Tyr 

Asp 

Pro 

Pro 

Glu 

Leu 

Ala 

Asp 

Ser 

Ser 

Gly 

Arg 

Val 



195 





200 





205 




Val 

Arg 

Glu 

Lys 

Trp 

Ser 

Ala 

Asp 

Met 

Trp 

Arg 

Leu 

Gly 

Cys 

Leu 

lie 


210 





215 





220 





Trp 

Glu 

Val 

Phe 

Asn 

Gly 

Pro 

Leu 

Pro 

Arg 

Ala 

Ala 

Ala 

Leu 

Arg 

Asn 
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225 

Pro 

Gly Lys 

lie 

Gly 

Ala 

Asn 

Pro 

Cys 

Arg 

Ala 

260 

Pro 

Leu 

Phe 

275 

Leu 

Glu 

Phe 

290 

Phe 

Gin 

Glu 

305 

Cys 

Arg 

His 

Lys 

Asn 

Ala Gly 

Ala 

Leu 

Ser 

Ala 

340 

Glu 

Met 

Phe 

355 

Ser 

Ser 

Met 

370 

Glu 

Gin 

Phe 

385 

lie 

Phe 

Pro 

His 

Arg 

Glu 

Gin 

Thr 

Glu 

Ala 

Asn 

420 

Leu 

Ala 

Lys 

435 

Asp 

Glu 

Gly 

450 

Lys 

He 

Gly 

465 

Thr 

Ser 

Ala 

Phe 

Val 

Ala 

Gly 

Val 

Asn 

Asp 

Cys 

500 

Ala 

Asp 

Pro 

515 

Glu 

Lys 

Phe 

530 

Leu 

Ser 

Lys 

545 

Glu 

Val 

Glu 

Lys 

Ala 

Ala 

Ala 

Ser 

Thr 

Ser 

Lys 

580 

Leu 

Asn 

lie 

595 

Pro 

Gin 

Thr 

610 

Pro 

Val 

Pro 

625 

Glu 

Glu Asp 

Lys 

Asp 

Asp Glu 

Asp 


Pro 

230 

Lys 

Thr 

Leu 

245 

Lys 

Val 

Arg 

Pro 

Gly 

Gly 

Phe 

Met 

Glu 

lie 

Gin 

280 

lie 

Leu 

Ser 

295 

Lys 

Ser 

val 

310 

Leu 

Pro 

Gin 

325 

Val 

Val 

Leu 

Thr 

Glu 

Tyr 

Gin 

Gin 

Thr 

Asp 

Arg 

36<j* 

Ala 

lie 

Gin 

375 

Tyr 

Leu 

Val 

390 

Val 

His 

Gly 

405 

Val 

Lys 

Ser 

Met 

Asn 

Val 

Glu 

Leu 

Gin 

Gly 

Pro 

440 

lie 

Ser 

Tyr 

455 

Leu 

Ser 

Ser 

470 

Arg 

Ala 

Thr 

485 

Leu 

Gly 

Phe 

Ala 

Gin 

Lys 

lie 

Leu 

Ser 

Val 

Arg 

520 

Asp 

Leu 

Glu 

535 

Ser 

Val 

Asp 

550 

Val 

His 

Ala 

565 

Trp 

Ala 

Gly 

Trp 

lie 

Arg 

Ser 

His 

Arg 

Pro 

Thr 

600 

Pro 

Ala 

Thr 

615 

Pro 

Thr 

Asp 

630 

Thr 

Ala 

Glu 

645 

Trp 

Gly 

Ser 

Leu 


Val 

Pro 

235 

His 

Tyr 

Asn 

250 

Pro 

Ala 

Arg 

265 

Ser 

Asn 

Arg 

Phe 

Lys 

Glu 

Pro 

Ala 

Leu Asp 

Ala 

300 

Phe 

Leu 

Leu 

315 

Thr 

Ala 

Pro 

330 

Leu 

Phe 

Lys 

345 

Lys 

lie 

lie 

Pro 

Met 

Arg 

lie 

Arg 

Asp 

Glu 

Pro 

380 

Thr 

Phe 

Leu 

395 

Asp 

Thr 

Leu 

410 

Leu 

Leu 

Ala 

425 

Met 

Lys 

His 

Phe 

Arg 

Cys 

Asn 

Thr 

Ala 

Ser 

Thr 

460 

Arg 

Arg Asp 

475 

Pro 

Phe 

Ala 

490 

Thr 

His 

Asn 

505 

Pro 

Val 

Leu 

Cys 

Gin 

Ala 

Phe 

Lys 

Ser 

Glu 

Asp 

540 

Pro 

Ala 

Ser 

555 

Ser 

Pro 

Ala 

570 

Val 

Thr 

Gly 

585 

Pro 

Thr 

Thr 

Ala 

Glu Gly 

Val 

Pro 

Thr 

Ser 

Gly 

620 

His 

Asp Ser 

635 

Ser 

Thr 

Glu 

650 

Gin 

Glu 

Ala 


240 


Cys 

Glu 

Leu 

255 

Val 

Phe 

Leu 

270 

Gin 

Asn 

Val 

285 

Glu 

Thr 

Asn 

Glu 

Lys 

Gin 

Lys 

Pro 

Glu 

Asp 

Phe 

320 

Phe 

Glu 

Phe Gly 
335 

Val 

Gly 

350 

Lys 

Phe 

Val 

365 

Val 

Val 

Lys 

Leu 

Leu 

Gin 

Gin 

Val 

Asn 

Thr 

Gin 

400 

Asn 

Pro 

Ala 

415 

lie 

Pro 

Lys 

430 

Leu 

Asn 

Ala 

445 

Arg 

Leu 

Gin 

Thr 

Val 

Cys 

Leu 

His 

Arg 

Val 

Leu 

480 

Ala 

Pro 

Ser 

495 

Arg 

Leu 

Tyr 

510 

Ser 

Met 

Gly 

525 

Leu 

Thr 

Val 

Ala 

lie 

Arg 

Ser 

Thr 

Gin 

Leu 

Glu 

560 

Gly 

Met 

Gly Gly 
575 

Val 

Ser 

590 

Ser 

Leu 

Pro 

605 

Thr 

Glu 

Thr 

Ala 

Pro 

Ala 

Pro 

Trp 

Glu 

Thr 

Gin 

640 

Ala 

Asp 

Arg Trp 
655 

Glu 

Ser 

Val 

Leu 
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660 665 670 

Ala Gin Gin Asp Asp Trp Ser Thr Gly Gly Gin Val Ser Arg Ala Ser 
675 680 685 

Gin Val Ser Asn Ser Asp His Lys Ser Ser Lys Ser Pro Glu Ser Asp 
690 695 700 

Trp Ser Ser Trp Glu Ala Glu Gly Ser Trp Glu Gin Gly Trp Gin Glu 

705 710 715 720 

Pro Ser Ser Gin Glu Pro Pro Pro Asp Gly Thr Arg Leu Ala Ser Glu 

725 730 735 

Tyr Asn Trp Gly Gly Pro Glu Ser Ser Asp Lys Gly Asp Pro Phe Ala 
740 745 750 

Thr Leu Ser Ala Arg Pro Ser Thr Gin Pro Arg Pro Asp Ser Trp Gly 
755 760 765 

Glu Asp Asn Trp Glu Gly Leu Glu Thr Asp Ser Arg Gin Val Lys Ala 
770 775 780 

Glu Leu Ala Arg Lys Lys Arg Glu Glu Arg Arg Arg Glu Met Glu Ala 

785 790 795 800 

Lys Arg Ala Glu Arg Lys Val Ala Lys Gly Pro Met Lys Leu Gly Ala 

805 810 815 

Arg Lys Leu Asp 
820 

<210> 6237 
<211> 494 
<212> DNA 

<213 > Homo sapiens 
<400> 6237 

cggcctggga ccatgggcgg acatgttccc gatttgaggt gaaacatgaa gagaaaatag 
60 

aatacttaat aatgcttttc cgcaaccgct tcttgctgct gctggccctg gctgcgctgc 
120 

tggcctttgt gagcctcagc ctgcagttct tccacctgat cccggtgtcg actcctaaga 
180 

atggaatgag tagcaagagt cgaaagagaa tcatgcccga ccctgtgacg gagccccctg 
240 

tgacagaccc cgtttatgaa gctcttttgt actgcaacat ccccagcgtg gccgagcgca 
300 

gcatggaagg tcatgccccg catcatttta agctggtctc agtgcatgtg ttcattcgcc 
360 

acggagacag gtacccactg tatgtcattc ccaaaacaaa gcgaccagaa attgactgca 
420 

ctctggtggc taacaggaaa ccgtatcacc caaaactgga agctttcatt agtcacatgt 
480 

tgagaggatc cgga 
494 

<210> 6238 
<211> 141 
<212> PRT 

<213 > Homo sapiens 
<400> 6238 

Met Leu Phe Arg Asn Arg Phe Leu Leu Leu Leu Ala Leu Ala Ala Leu 
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1 5 3.5 

Leu Ala Phe Val Ser Leu Ser Leu Gin Phe Phe His Leu lie Pro Val 
20 25 30 

Ser Thr Pro Lys Asn Gly Met Ser Ser Lys Ser Arg Lys Arg lie Met 
35 40 45 

Pro Asp Pro Val Thr Glu Pro Pro Val Thr Asp Pro Val Tyr Glu Ala 
50 55 60 

Leu Leu Tyr Cys Asn lie Pro Ser Val Ala Glu Arg Ser Met Glu Gly 

65 70 75 80 

His Ala Pro His His Phe Lys Leu Val Ser Val His Val Phe lie Arg 

85 90 95 

His Gly Asp Arg Tyr Pro Leu Tyr Val He Pro Lys Thr Lys Arg Pro 
100 105 HO 

Glu lie Asp Cys Thr Leu Val Ala Asn Arg Lys Pro Tyr His Pro Lys 
115 120 125 

Leu Glu Ala Phe lie Ser His Met Leu Arg Gly Ser Gly 


130 135 

<210> 6239 

<211> 911 

<212> DNA 

<213 > Homo sapiens 

<400> 6239 

nnggcgggtt aaagagcgcg ttgctggctg 
60 

tggcagggac tagcggccga gttcctgcag 
120 

gcctgtgtcc tcaccaccgc cgcggtgcag 
180 

ttcaacccgc accttgtgtt ccggaagttc 
240 

ttcttcgggc ccctgggatt cagcttcttc 
300 

cgcatgctgg aagagggctc cttccgcggc 
360 

ttcgggggcg tccttatgac cctgctggga 
420 

gccctcatgg ccatgctggt gtacgtgtgg 
480 

ttcttcggcc tgctcacttt ccaggcaccg 
540 

ctgctgctgg gcaactccat cctcgtggac 
600 

tacttcctgg aggacgtctt ccccaaccag 
660 

ggcttcctaa agctgctcct ggatgcccct 
720 

gaggaacagc caggacccca tctgccaccc 
780 

cctaagaggc ttctggcagc ttccatccta 
840 

ccatcctaaa ggctgggccc atgcaagggc 
900 


140 


ggcacgcgtg cttgagaagg ttcaatggcg 
gtgccggcgg tgacgcgggc ttacaccgca 
ctggagctcc tcagcccctt tcaactctac 
caggtctgga ggctcgtcac caacttcctc 
ttcaacatgc tcttcgtgtt ccgctactgc 
cgcacggccg acttcgtctt catgtttctc 
ctcctgggca gcctgttctt cctgggccag 
agccgccgca gccctcgggt gagggtcaac 
ttcctgcctt gggcgctcat gggcttctcg 
ctgctgggga ttgcggtggg ccatatctac 
cctggaggca agaggctcct gcagacccct 
gcagaagacc ccaattacct gcccctccct 
ccgcagcagt gacccccacc cagggccagg 
cccatgaccc ctacttgggg cagaaaaaac 
ccacctgaat aaacagaatg agctgcaaaa 
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aaaaaaaaaa a 
911 

<210> 6240 

<211> 235 

<212 > PRT 

<213 > Homo sapiens 


<400> 6240 


Met Ala 

Trp 

Gin 

Gly Leu 

Ala 

Ala 

Glu 

Phe 

Leu 

Gin 

Val 

Pro 

Ala 

Val 

1 



5 





10 





15 


Thr Arg 

Ala 

Tyr 

Thr 

Ala 

Ala 

Cys 

Val 

Leu 

Thr 

Thr 

Ala 

Ala 

Val 

Gin 



20 





25 





30 



Leu Glu 

Leu 

Leu 

Ser 

Pro 

Phe 

Gin 

Leu 

Tyr 

Phe 

Asn 

Pro 

His 

Leu 

Val 


35 





40 





45 




Phe Arg 

Lys 

Phe 

Gin 

Val 

Trp 

Arg 

Leu 

Val 

Thr 

Asn 

Phe 

Leu 

Phe 

Phe 

50 





55 





60 





Gly Pro 

Leu 

Gly 

Phe 

Ser 

Phe 

Phe 

Phe 

Asn 

Met 

Leu 

Phe 

Val 

Phe 

Arg 

65 




70 





75 





80 

Tyr Cys 

Arg 

Met 

Leu 

Glu 

Glu 

Gly 

Ser 

Phe 

Arg 

Gly Arg 

Thr 

Ala 

Asp 




85 





90 





95 


Phe Val 

Phe 

Met 

Phe 

Leu 

Phe 

Gly 

Gly 

val. 

Leu 

Met 

Thr 

Leu 

Leu Gly 



100 





105 





110 



Leu Leu 

Gly 

Ser 

Leu 

Phe 

Phe 

Leu 

Gly 

Gin 

Ala 

Leu 

Met 

Ala 

Met 

Leu 


115 





120 





125 




Val Tyr 

Val 

Trp 

Ser 

Arg 

Arg 

Ser 

Pro 

Arg 

Val 

Arg Val 

Asn 

Phe 

Phe 

130 





135 





140 





Gly Leu 

Leu 

Thr 

Phe 

Gin 

Ala 

Pro 

Phe 

Leu 

Pro 

Trp Ala 

Leu 

Met 

Gly 

145 




150 





155 





160 

Phe Ser 

Leu 

Leu 

Leu Gly 

Asn 

Ser 

lie 

Leu 

Val 

Asp 

Leu 

Leu 

Gly 

lie 




165 





170 





175 


Ala Val 

Gly 

His 

He 

Tyr 

Tyr 

Phe 

Leu 

Glu 

Asp 

Val 

Phe 

Pro 

Asn 

Gin 



180 





185 





190 



Pro Gly 

Gly 

Lys 

Arg 

Leu 

Leu 

Gin 

Thr 

Pro 

Gly 

Phe 

Leu 

Lys 

Leu 

Leu 


195 





200 





205 




Leu Asp 

Ala 

Pro 

Ala 

Glu 

Asp 

Pro 

Asn 

Tyr 

Leu 

Pro 

Leu 

Pro 

Glu 

Glu 

210 





215 





220 





Gin Pro 

Gly 

Pro 

His 

Leu 

Pro 

Pro 

Pro 

Gin 

Gin 







225 230 235 

<210> 6241 

<211> 1515 

<212> DNA 

<213> Homo sapiens 

<400> 6241 

tgcggccgot gccttggacc cagcgccacc cgcacacggc gctccgctag ccaggccggg 
60 

agcaagagcc aggcggtgga gaagccgccg tcggagaagc cgcggctgag gcgctcgtcg 
120 

cgccgggccc caggaggagg gccgggggag ccgccgccgc ctgagctggc gttgctcccg 
180 

ccaccgccgc cgccgccgcc gactcccgcg accccgacgt cctcggcgtc caacctggac 
240 
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ctgggcgagc 

300 

agcgggacgc 

ctgggagacg 

ttccagaagc 

ggcagaagct 

tacctccgag 

ggtgccgcca 

360 

agctcctgct 

agacaccttt 

gaataccagg 

gcctggtgaa 

gcacacagga 

ggctgccact 

420 

gtggagcagt 

tcgttttgaa 

gtttgggcct 

cagcagactt 

gcatatattt 

gactgcaatt 

480 

gcagcatttg 

caagaagaag 

cagaatagac 

acttcattgt 

tccagcttct 

cgcttcaagc 

540 

tcctgaaggg agctgagcac 

ataacgactt 

acacgttcaa 

tactcacaaa 

gcccagcata 

600 

ccttctgtaa 

gagatgtggc 

gttcagagct 

tctatactcc 

acgatcaaac 

cccggaggct 

660 

tcggaattgc 

cccccactgc 

ctggatgagg 

gcactgtgcg 

gagtatggtc 

actgaggaat 

720 

tcaatggcag 

cgattgggag 

aaggccatga 

aagagcacaa 

gaccatcaag 

aacatgtcta 

780 

aagagtgagc 

ttctgcctct 

cctgccctga 

aaaggaggaa 

tgattggggc 

cagcaacttt 

840 

gctctccctg 

ccgtgcctcg 

gtggtgctcc 

tgaatgtggc 

tgacctgggc 

tgctggttcc 

900 

gttgactagg gtcatcttga 

tctctgcagt 

ttgctccagc 

taccagtttc 

tttaggcagc 

960 

tctttgtcct 

ccctctgccc 

agattttgat 

gtagtctaat 

tgacatcctt 

ctcttcccaa 

1020 

cttttgtgtg 

atccagcaga 

gcatgtgaga 

ctctttgata 

tgcaccttca 

tgtattatct 

1080 

tgttcagttc 

tctgaggttg 

ggatcattat 

tatttcccat 

tttgcagatg 

agagaattga 

1140 

ggcagagaaa 

ggttcagcac 

cttgcctttg 

gttacacagc 

tggtcattct 

ggcttcaatc 

1200 

gcaggactac 

cagcctgtgc 

tcttcaccac 

ttagcttccc 

tgactcaggc 

cacttccctg 

1260 

gagcgttagc 

tggattctga 

gagtagtttc 

caagccagag 

ctttcagaga 

gcttttgttc 

1320 

gtaggacaat 

tttaagacat 

caggttcttg 

aatgttttgt 

gtttttttaa 

gtctcagatt 

1380 

tatcttccta 

cttcctactt 

ctccaaaaag 

actgagagct 

gacatatttg 

attgtaagct 

1440 

ctttgaggca gagttcttgt 

aatcgtctct 

gtataaaaca 

gtgcccaccc 

cagtgacctg 

1500 

ctagacccac 

tacttggatg 

attct 

cttcaatcag 

agctgtcctg 

ttaaatagag 

caagtttttc 


1515 

<210> 6242 
<211> 245 
<212> PRT 

<213> Homo sapiens 
<400> 6242 

Cys Gly Arg Cys Leu Gly Pro Ser Ala Thr Arg Thr Arg Arg Ser Ala 
15 10 15 

Ser Gin Ala Gly Ser Lys Ser Gin Ala Val Glu Lys Pro Pro Ser Glu 
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20 





25 





30 



Lys 

Pro 

Arg 

Leu 

Arg 

Arg 

Ser 

Ser 

Arg 

Arg 

Ala 

Pro 

Gly 

Gly 

Gly 

Pro 



35 





40 





45 




Gly 

Glu 

Pro 

Pro 

Pro 

Pro 

Glu 

Leu 

Ala 

Leu 

Leu 

Pro 

Pro 

Pro 

Pro 

Pro 


50 





55 





60 





Pro 

Pro 

Pro 

Thr 

Pro 

Ala 

Thr 

Pro 

Thr 

Ser 

Ser 

Ala 

Ser 

Asn 

Leu 

Asp 

65 





70 





75 





80 

Leu 

Gly Glu 

Gin 

Arg 

Asp 

Ala 

Trp 

Glu 

Thr 

Phe 

Gin 

Lys 

Arg 

Gin 

Lys 





85 





90 





95 


Leu 

Thr 

Ser 

GlU 

Gly 

Ala 

Ala 

Lys 

Leu 

Leu 

Leu 

Asp 

Thr 

Phe 

GlU 

Tyr 




100 





105 





110 



Gin 

Gly Leu 

Val 

Lys 

His 

Thr 

Gly 

Gly 

Cys 

His 

Cys 

Gly 

Ala 

Val 

Arg 



115 





120 





125 




Phe 

Glu 

Val 

Trp 

Ala 

Ser 

Ala 

Asp 

Leu 

His 

lie 

Phe 

Asp 

Cys 

Asn 

Cys 


130 





135 





140 





Ser 

He 

Cys 

Lys 

Lys 

Lys 

Gin 

Asn 

Arg 

His 

Phe 

lie 

Val 

Pro 

Ala 

Ser 

145 





150 





155 





160 

Arg 

Phe 

Lys 

Leu 

Leu 

Lys 

Gly 

Ala 

Glu 

His 

lie 

Thr 

Thr 

Tyr 

Thr 

Phe 





165 





170 





175 


Asn 

Thr 

His 

Lys 

Ala 

Gin 

His 

Thr 

Phe 

Cys 

Lys 

Arg 

Cys 

Gly 

Val 

Gin 




180 





185 





190 



Ser 

Phe 

Tyr 

Thr 

Pro 

Arg 

Ser 

Asn 

Pro 

Gly 

Gly 

Phe 

Gly 

lie 

Ala 

Pro 



195 





200 





205 




His 

Cys 

Leu 

Asp 

Glu 

Gly 

Thr 

Val 

Arg 

Ser 

Met 

Val 

Thr 

Glu 

Glu 

Phe 


210 





215 





220 





Asn 

Gly Ser 

Asp 

Trp 

Glu 

Lys 

Ala 

Met 

Lys 

Glu 

His 

Lys 

Thr 

lie 

Lys 

225 





230 





235 





240 

Asn 

Met 

Ser 

Lys 

Glu 
















245 













<210> 6243 
<211> 326 
<212> DNA 

<213 > Homo sapiens 
<400> 6243 

gcgcgccagg gagagaagga gaggaactga tggaacaaag tcaaagagga agtgggataa 
60 

gataggacat aaggacacgt ggagcattca gatccagaga ggatgatcag cacctcttcc 
120 

tctgagacca gagggacaaa ccataatgag tgaagagatg aggacattct taaagtggag 
180 

ctagcaaagc tgggaatggc cttccacaag aggaaaccta agactggacc cagaatagta 
240 

aaggtgggtt tggggacttg aggcaagtga gaaagctctg gaaatgccgc tggataaatt 
300 

ctgtagggat gcattcctgg agagtg 
326 

<210> 6244 
<211> 104 
<212> PRT 

<213> Homo sapiens 
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<400> 6244 

MeC His Pro Tyr Arg He Tyr Pro 
1 5 

Leu Pro Gin Val Pro Lys Pro Thr 
20 

Gly Phe Leu Leu Trp Lys Ala lie 
35 40 

Arg Met Ser Ser Ser Leu His Ser 
50 55 

Glu Glu Glu Val Leu lie lie Leu 
65 70 

Pro Tyr Val Leu Ser Tyr Pro Thr 
85 

Phe Leu Ser Phe Ser Pro Trp Arg 
100 


Ala Ala Phe Pro Glu Leu Ser His 
10 15 

Phe Thr lie Leu Gly Pro Val Leu 
25 30 
Pro Ser Phe Ala Ser Ser Thr Leu 
45 

Leu Trp Phe Val Pro Leu Val Ser 
60 

Ser Gly Ser Glu Cys Ser Thr Cys 
75 80 

Ser Ser Leu Thr Leu Phe His Gin 
90 95 


<210> 6245 

<2ll> 6609 

<212> DNA 

<213> Homo sapiens 

< 4 0 0 > 6245 

tctggagtct gcctcatttt gaatatatct 
60 

aagttcttgg ttcaagtcaa cctgttactt 
120 

tcttatcctg attgataagc ggactcccag 
180 

agacctcggg cctctcccct gcttttctcc 
240 

ttagtcttcc ctcctcagct tggctcctga 
300 

gtgttggaca atcagataaa gaaagacctg 
360 

cagagacacg aggaggaggc ccatgagaag 
420 

atcaatgcta tggattccaa gatcagatcc 
480 

gccaataaac ttgcagcaaa tagcagtctt 
540 

gagatgattt ctgaactcag gcaacagaaa 
600 

gaggcccaga accgaaaact ggaggagcag 
660 

gacaagaatc ggctgctgga actggagaca 
720 

gagcagaaac tggagctcaa gcgccagctc 
780 

gagtcacagt tgacagccct gcaggctgca 
840 

gcgaagacag agctggaaga gaccacagca 
900 

gcacatagag atgaaatcca gcgcaaattt 
960 


ctctggtctt tgggctgctg attttaaaat 
gccattggat ggtaatattt gacttttcaa 
tttttgcctt ctctttgccc cagaatttgg 
tctttcctag attttctcaa gtgtccccgt 
gaacatttgc tgctgctttt gtttttgtag 
gctgacaagg agacactgga gaacatgatg 
ggcaaaattc tcagcgaaca gaaggcgatg 
ctggaacaga ggattgtgga actgtctgaa 
tttacccaaa ggaacatgaa ggcccaagaa 
ttttacctgg agacacaggc tgggaagttg 
ctggagaaga tcagccacca agaccacagt 
agattgcggg aggtcagtct agagcacgag 
acagagctac agctctccct gcaggagcgc 
cgggcggccc tggagagcca gcttcgccag 
gaagctgaag aggagatcca ggcactcacg 
gatgctcttc gtaacagctg tactgtaatc 
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acagacctgg aggagcagct 
1020 

aacttctact tgtccaaaca 
1080 

ctgcgaagtg aagtggacca 
1140 

agccagaagc aaacgatgga 
1200 

atggatttgg aggccctaaa 
1260 

aggagcgtcc tgggtgatga 
1320 

atgctggaca ccgagaaaca 
1380 

caggtggtgg agctggcagt 
1440 

ctcaaagagc agaagctgaa 
1500 

aagcatgcta tgcttgaaat 
1560 

gagctcaaac agaggcttct 
1620 

aaaaatcaca ttttccgtct 
1680 

ctgaagacag aaagaagtga 
1740 

catgaaaagg tgaaaatgga 
1800 

caagccaaaa tggaccaacc 
1860 

aagctggccc tggagaagga 
1920 

acccgcatcg agctccggtc 
1980 

ccacacccat ccacgccagc 
2040 

tcgccagagc accagcccag 
2100 

gagtcttcaa ctccagagga 
2160 

cctcaccgat tcaacgtagg 
2220 

accgtgcact ttggacgcca 
2280 

aagtgctcca cgtgcttgcc 
2340 

accgaggcct tctgccgtga 
2400 

agcagcttgc acctggaagg 
2460 

ggctgggaca ggaagtacat 
2520 

gccagagaag ctggacagag 
2580 


aaaccagctg accgaggaca 
actcgatgag gcttctggcg 
tctccgccgg gagatcacgg 
ggctctgaag accacgtgca 
cgatgagctg ctagaaaaag 
gaaatcccag tttgagtgtc 
gagcagggcg agagccgatc 
gaaggagcac aaggctgaga 
ggccgagagc ctctctgaca 
gaatgcccga agcttacagc 
ggaagagcaa gccaaattac 
gactcaagga ctgcaagaag 
cttggagtat cagctggaaa 
aggcactatt tctcaacaaa 
tgctaaaaag aaaaaggttc 
gaaagctcgc tgtgcagagc 
cgcccgggag gaagctgccc 
caccgcgagg cagcagatcg 
tgccatgagc ctgctggccc 
atttagtcgg cgtcttaagg 
actgaacatg cgagccacaa 
ggcatccaaa tgtctcgaat 
agccacctgc ggcttgcctg 
caaaatgaac tccccaggtc 
gtggatgaag gtgcccagga 
tgtcctggag ggatcaaaag 
gccggtggaa gaatttgagc 


acgctgaact caacaaccaa 
ccaacgacga gattgtacaa 
aacgagagat gcagcttacc 
ccatgctgga ggaacaggtc 
agcggcagtg ggaggcctgg 
gggttcgaga gctgcagaga 
agcggatcac cgagtctcgc 
ttctcgctct gcagcaggct 
agctcaatga cctggagaag 
agaagctgga gactgaacga 
agcagcagat ggacctgcag 
ctctagatcg ggctgatcta 
acattcaggt tctctattct 
ccaaactcat tgattttctg 
ctctgcagta caatgagctg 
tagaggaagc ccttcagaag 
accgcaaagc aacggaccac 
ccatgtctgc catcgtgcgg 
cgccatccag ccgcagaaag 
aacgcatgca ccacaatatt 
agtgtgctgt gtgtctggat 
gtcaggtgat gtgtcacccc 
ctgaatatgc cacacacttc 
tccagaccaa ggagcccagc 
ataacaaacg aggacagcaa 
tcctcattta tgacaatgaa 
tgtgccttcc cgacggggat 
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gtatctattc atggtgccgt 
2640 

ccatacatac tgaagatgga 
2700 

tacttgctag ctcccagctt 
2760 

gtcgcaggtg ggagagtttc 
2820 

tccctgctga aactggaagg 
2880 

gaccaggtgg tgttggtggg 
2940 

tccctaaccc atgtcccagg 
3000 

gagaagctac tcatgatagc 
3060 

gtgaaacagt ccctggccca 
3120 

tttgaagctg tcaagggctg 
3180 

atctgtgcag ccatgcccag 
3240 

tactgcatcc ggaaagagat 
3300 

tacagtatcc tcattggaac 
3360 

gaggaattcc tggataagaa 
3420 

aacagcttcc ctgtctcaat 
3480 

ctgtgtttcc acgaatttgg 
3540 

gatctcaagt ggagtcgctt 
3600 

acccacttca actcactcga 
3660 

gcccgagcgt acctggacat 
3720 

gcgatttact tggcgtcctc 
3780 

ctcgtgaagg agtccggcac 
3840 

aacaagcgag gcccacccac 
3900 

gcgccgcccg aaggccccag 
3960 

gggcggaccg agctgcgcag 
4020 

cccggccgga tgctcagcac 
4080 

agcaggggcc ggctgcctgc 
4140 

tgggaccagt cttcagtata 
4200 


tggtgcttcc gaactcgcaa 
atctcacccg cacaccacct 
ccctgacaaa cagcgctggg 
tagggaaaaa gcagaagctg 
tgatgaccgt ctagacatga 
caccgaggaa gggctctacg 
aattggagca gtcttccaaa 
aggagaagag cgggcactgt 
gtcccacctg cctgcccagc 
ccacttgttt ggggcaggca 
caaagtcgtc attctccgct 
agagacctca gagccctgca 
caataaattc tacgaaatcg 
tgaccattcc ttggcacctg 
cgtgcaggtg aacagcgcag 
agtgttcgtg gattcttacg 
acctttggcc tttgcctaca 
agtaattgag atccaggcac 
cccgaacccg cgctacctgg 
ataccaggat aaattaaggg 
tgaacaccac cggggcccgt 
gtacaacgag cacatcacca 
ccacccgcga gagccaagca 
ggacaagtct cctggccgcc 
gcggagagag cggtcccccg 
gggagccgtg aggaccccgc 
aatctcagcc agaaaaacca 


atacagccaa agcagatgtc 
gctggcccgg gagaaccctc 
tcaccgcctt agaatcagtt 
atgctaaact gcttggaaac 
actgcacgct gcccttcagt 
ccctgaatgt cttgaaaaac 
tttatattat caaggacctg 
gtcttgtgga cgtgaagaaa 
ccgacatctc acccaacatt 
agattgagaa cgggctctgc 
acaacgaaaa cctcagcaaa 
gctgtatcca cttcaccaat 
acatgaagca gtacacgctc 
ctgtgtttgc cgcctcttcc 
ggcagcgaga ggagtacttg 
gaagacgtag ccgcacagac 
gagaacccta tctgtttgtg 
gctcctcagc agggacccct 
gccctgccat ttcctcagga 
tcatttgctg caagggaaac 
ccacctcccg cagcagcccc 
agcgcgtggc ctccagccca 
caccccaccg ctaccgcgag 
ccctggagcg agagaagtcc 
ggaggctgtt tgaagacagc 
tgtcccaggt gaacaaggtc 
actcctcatc ttgatctgca 
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ggaaaacacc aaacacacta 
4260 

gccaccctct ggctcagcgg 
4320 

aggggcaggt ggctgaggct 
4380 

ccctgcagtc atctctttgc 
4440 

tagctctagc ctgtaccagt 
4500 

atggttagaa tcctaattag 
4560 

tttctctttg tttctttcct 
4620 

tttgaatagc gacgtatttc 
4680 

ttgccaccga ggcatagtgt 
4740 

taggttcatc cttgttcctg 
4800 

cgtagccaaa tgtttactgt 
4860 

cagctgagaa tgtatggagg 
4920 

gggacctcga gacgctttcc 
4980 

cgctttccat atagctttgg 
5040 

cctgggtctc ggggtcgggg 
5100 

ttgttcccca ctctgggatg 
5160 

catgtgctgc ccccttgggt 
5220 

aaatcgagac cctctgacga 
5280 

actgaacaaa caaaaaacaa 
5340 

caccacctcc cactcagtgt 
5400 

tctgttcaca cccaatccag 
5460 

ctttccctag ggctagacct 
5520 

tccagctccg ccagggttgg 
5580 

gaccctccta ttagagtacg 
5640 

gcagttggca agctaactcg 
5700 

tgctttgggt cctccacgac 
5760 

gctcaaaggt agacccgttt 
5820 


tggaactctg ctgatgggga 
ggcccagacc cacctcggca 
cttcggagct gtc'agcgccc 
actttgttac tctttcaaag 
tagttcatca aaggaaacca 
ctactttaag atcctaggat 
tttttttttt tttttttaag 
ctgttgtagt catttttagc 
agaacagtcc cggtcagttg 
ttcattctca tagatggccc 
tttcattgcc ttttatggcc 
tcatcggggc ctcagctcgg 
ttccccaccc cccagcgtca 
ccaggaaagc atgcaataga 
aggggacggg ggcacccact 
gggaagaggc ccgtcgggag 
tgctctgcca atgtattaat 
cttgccgact aactggccac 
aacgctcaag ccttacgacc 
cccctccaaa cttcacactt 
cgcggttcta ccccacgaaa 
aagaccagga agtttgagag 
gaagtcctta ggtgcagtgc 
aaattcctgg caactggtat 
cggccttatt tctgccttta 
tcttaggccc gcctcaacaa 
ccaccgcagc aggtgaacat 


cccaagcgcc cacgtgctca 
cggacacccc tgtctccagg 
ggtgcctgcc ctgggcacct 
cattcacaaa cttttgtacc 
accgggatgc taactacaac 
ttcttttttt 
acaacagaat tcttaataga 
tcgaccacat catcaggtct 
gccaacctcc cgcagccaag 
tgctttcccc agggtgacat 
ttgacgactt cccctcccac 
aggcagtgac ttggggccaa 
tctccccagc ctgctgttcc 
cttgctcgga gcccagcact 
tccttgtctg tgacggcgtg 
ttctgcatgg cagttcactg 
accatcccat agctcctgcc 
cacaagctgc agtctgtagc 
agagaaggat ttcagcaaac 
ccctgcctgc agaggatgac 
ctgtgacttt ccaaatgagc 
agcagccgca gctcaactct 
ggctcccact gggtcttgcg 
agaaccaacc tagaggcttt 
atctcccaca aggcatctgt 
cccaggcacc tcctaggtag 
gaccgtgttt tcaactgtgt 
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ccacagttca gatccctttc cagattgcaa cctggcctgc atcccagctc cttcctgctc 
5880 

gtgtcttaac ctaagtgctt tcttgtttga aacgcctaca aacctccatg tggtagctcc 
5940 

tttggcaaat gtcctgctgt ggcgttttat gtgttgcttg gagtctgtgg ggtcgtactc 
6000 

cctcccctcc cgtccccagg gcagatttga ttgaatgttt gctgaagttt tgtctcttgg 
6060 

tccacagtat ttggaaaggt cactgaaaat gggtctttca gtcttggcat ttcatttagg 
6120 

atctccatga gaaatgggct tcttgagccc tgaaaatgta tattgtgtgt ctcatctgtg 
6180 

aactgctttc tgctatatag aactagctca aaagactgta catatttaca agaaacttta 
6240 

tattcgtaaa aaaaaaaaga ggaaattgaa ttggtttcta cttttttatt gtaaaaggtg 
6300 

catttttcaa cacttacttt tggtttcaat ggtggtagtt gtggacagcc atcttcactg 
6360 

gagggtgggg agctccgtgt gaccaccaag atgccagcag gatataccgt aacacgaaat 
6420 

tgctgtcaaa agcttattag catcaatcaa gattctaggt ctccaaaagt acaggctttt 
6480 

tcttcattac cttttttatt cagaacgagg aagagaacac aaggaatgat tcaagatcca 
6540 

ccttgagagg aatgaacttt gttgttgaac aattagtgaa ataaagcaat gatctaaact 
6600 

aaaaaaaaa 

6609 

<210 > 6246 

<211> 1286 

<2 12 > PRT 

<213> Homo sapiens 


<400> 6246 


Val 

Leu 

Asp 

Asn 

Gin 

lie 

Lys 

Lys 

Asp 

Leu 

Ala 

Asp 

Lys 

Glu 

Thr 

Leu 

l 




5 





10 





15 


Glu 

Asn 

Met 

Met 

Gin 

Arg 

His 

Glu 

Glu 

Glu 

Ala 

His 

Glu 

Lys 

Gly 

Lys 




20 





25 





30 



He 

Leu 

Ser 

Glu 

Gin 

Lys 

Ala 

Met 

lie 

Asn 

Ala 

Met 

Asp 

Ser 

Lys 

lie 



35 





40 





45 




Arg 

Ser 

Leu 

Glu 

Gin 

Arg 

lie 

Val 

Glu 

Leu 

Ser 

Glu 

Ala 

Asn 

Lys 

Leu 


50 





55 





60 





Ala 

Ala 

Asn 

Ser 

Ser 

Leu 

Phe 

Thr 

Gin 

Arg 

Asn 

Met 

Lys 

Ala 

Gin 

Glu 

65 





70 





75 





80 

Glu 

Met 

lie 

Ser 

Glu 

Leu 

Arg 

Gin 

Gin 

Lys 

Phe 

Tyr 

Leu 

Glu 

Thr 

Gin 





85 





90 





95 


Ala 

Gly 

Lys 

Leu 

Glu 

Ala 

Gin 

Asn 

Arg 

Lys 

Leu 

Glu 

Glu 

Gin 

Leu 

Glu 




100 





105 





110 



Lys 

lie 

Ser 

His 

Gin 

Asp 

His 

Ser 

Asp 

Lys 

Asn 

Arg 

Leu 

Leu 

Glu 

Leu 



115 





120 





125 




Glu 

Thr 

Arg 

Leu 

Arg 

Glu 

Val 

Ser 

Leu 

Glu 

His 

Glu 

Glu 

Gin 

Lys 

Leu 


130 





135 





140 





Glu 

Leu 

Lys 

Arg 

Gin 

Leu 

Thr 

Glu 

Leu 

Gin 

Leu 

Ser 

Leu 

Gin 

Glu 

Arg 
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145 

Glu 

Ser 

Gin 

Leu 

Gin 

Leu 

Arg 

Gin 

Glu 

Glu 

Glu 

180 

He 

Lys 

Phe 

195 

Asp 

Ala 

Glu 

210 

Gin 

Leu 

Asn 

225 

Asn 

Phe 

Tyr 

Leu 

Glu 

lie 

Val 

Gin 

Thr 

Glu 

Arg 

260 

Glu 

Leu 

Lys 

275 

Thr 

Thr 

Ala 

290 

Leu 

Asn 

Asp 

305 

Arg 

Ser 

Val 

Leu 

Glu 

Leu 

Gin 

Arg 

Asp 

Gin 

Arg 

340 

lie 

Glu 

His 

355 

Lys 

Ala 

Lys 

370 

Leu 

Lys 

Ala 

385 

Lys 

His 

Ala 

Met 

Glu 

Thr 

Glu 

Arg 

Leu 

Gin 

Gin 

420 

Gin 

Gin Gly 

435 

Leu 

Gin 

Arg 

450 

Ser 

Asp 

Leu 

465 

His 

Glu 

Lys 

Val 

lie 

Asp 

Phe 

Leu 

Val 

Pro 

Leu 

500 

Gin 

Ala Arg 

515 

Cys 

Ala 

530 
Leu Arg 

Ser 

Ala 

545 

Pro 

His 

Pro 

Ser 

Ala 

lie 

Val 

Arg 


150 


Thr 

Ala 

Leu 

Gin 

165 

Ala 

Lys 

Thr 

Glu 

Gin 

Ala 

Leu 

Thr 

Leu Arg 

Asn 

200 

Ser 

Gin 

Leu 

215 

Thr 

Glu 

Ser 

230 

Lys 

Gin 

Leu 

245 

Leu Arg 

Ser 

Glu 

Met 

Gin 

Leu 

Thr 

Cys 

Thr 

Met 

280 

Leu 

Glu 

Leu 

295 

Leu 

Glu 

310 
Gly Asp 

Glu 

Lys 

325 

Met 

Leu 

Asp 

Thr 

Thr 

Glu 

Ser 

Arg 

Glu 

lie 

Leu 

360 

Ala 

Glu 

Ser 

375 

Leu 

Ser 

Leu 

390 

Glu 

Met 

Asn 

405 

Glu 

Leu 

Lys 

Gin 

Met 

Asp 

Leu 

Gin 

Glu 

Ala 

Leu 

440 

Asp 

Glu 

Tyr 

455 

Gin 

Leu 

Lys 

470 

Met 

Glu 

Gly 

485 

Gin 

Ala 

Lys 

Met 

Tyr Asn 

Glu 

Leu 

Glu 

Leu 

Glu 

520 

Glu 

Arg 

Glu 

535 

Glu 

Ala 

Thr 

550 

Pro 

Ala 

Thr 

565 

Ser 

Pro 

Glu 

His 


155 


Ala 

Ala 

170 

Arg 

Ala 

Leu 

185 

Glu 

Glu 

Thr 

Ala 

His 

Arg 

Asp 

Cys 

Thr 

Val 

lie 

220 

Asp 

Asn 

Ala 

235 

Glu 

Asp 

Glu 

250 

Ala 

Ser 

Val 

265 

Asp 

His 

Leu 

Ser 

Gin 

Lys 

Gin 

Glu 

Glu 

Gin 

Val 

300 

Lys 

Glu Arg 
315 

Gin 

Ser 

Gin 

330 

Phe 

Glu 

Glu 

345 

Lys 

Gin 

Ser 

Gin 

Val 

Val 

Glu 

Leu 

Gin 

Gin 

Ala 

380 

Asp 

Lys 

Leu 

395 

Asn 

Ala 

Arg 

410 

Ser 

Leu 

Arg 

425 

Leu 

Leu 

Glu 

Lys 

Asn 

His 

lie 

Arg 

Ala 

Asp 

Leu 

460 

Glu 

Asn 

lie 

475 

Gin 

Thr 

lie 

490 

Ser 

Gin 

Asp 

505 

Gin 

Pro 

Ala 

Lys 

Leu 

Ala 

Leu 

Ala 

Leu 

Gin 

Lys 

540 

Ala 

His 

Arg 

555 

Lys 

Ala 

Arg Gin 
570 

Gin 

Gin 

Pro 

Ser 

Ala 


Ala 

Leu 

Glu 

160 

Ser 

Thr 

Ala 

175 

Glu 

Ala 

Glu 

190 

lie 

Gin 

Arg 

205 

Thr 

Asp 

Leu 

Glu 

Leu 

Asn 

Asn 

Gin 

Gly 

Ala 

Asn 

240 

Asp 

Arg 

Arg 

255 

Glu 

lie 

Thr 

270 

Met 

Glu 

Ala 

285 

Met 

Asp 

Leu 

Glu 

Trp 

Glu 

Ala 

Trp 

Cys 

Arg 

val 

320 

Arg 

Arg 

Ala 

335 

Arg 

Ala 

Leu 

350 

Ala 

Val 

Lys 

365 

Leu 

Lys 

Glu 

Gin 

Asp 

Leu 

Glu 

Lys 

Gin 

Gin 

Lys 

400 

Leu 

Glu 

Gin 

415 

Ala 

Lys 

Phe 

430 

Arg 

Leu 

Thr 

445 

Leu 

Lys 

Thr 

Glu 

Val 

Leu 

Tyr 

Ser 

Gin 

Thr 

Lys 

480 

Leu 

Lys 

Lys 

495 

Lys 

Lys 

Glu 

510 

Lys 

Glu 

Lys 

525 

Thr 

Arg 

lie 

Glu 

Ala 

Thr 

Asp 

His 

lie 

Ala 

Met 

560 

Ser 

Met 

Ser 

575 

Leu 

Leu 
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580 





585 





590 



Ala 

Pro 

Pro 

Ser 

Ser 

Arg 

Arg 

Lys 

Glu 

Ser 

Ser 

Thr 

Pro 

Glu 

Glu 

Phe 



595 





600 





605 




Ser 

Arg 

Arg 

Leu 

Lys 

Glu 

Arg 

Met 

His 

His 

Asn 

lie 

Pro 

His 

Arg 

Phe 


610 





615 





620 





Asn 

Val 

Gly 

Leu 

Asn 

Met 

Arg 

Ala 

Thr 

Lys 

Cys 

Ala 

Val 

Cys 

Leu 

Asp 

625 





630 





635 





640 

Thr 

Val 

His 

Phe 

Gly 

Arg 

Gin 

Ala 

Ser 

Lys 

Cys 

Leu 

Glu 

Cys 

Gin 

Val 





645 





650 





655 


Met 

Cys 

His 

Pro 

Lys 

Cys 

Ser 

Thr 

Cys 

Leu 

Pro 

Ala 

Thr 

Cys 

Gly 

Leu 




660 





665 





670 



Pro 

Ala 

Glu 

Tyr 

Ala 

Thr 

His 

Phe 

Thr 

Glu 

Ala 

Phe 

Cys 

Arg Asp 

Lys 



675 





680 





685 




Met 

Asn 

Ser 

Pro 

Gly 

Leu 

Gin 

Thr 

Lys 

Glu 

Pro 

Ser 

Ser 

Ser 

Leu 

His 


690 





695 





700 





Leu 

Glu 

Gly 

Trp 

Met 

Lys 

Val 

Pro 

Arg 

Asn 

Asn 

Lys 

Arg 

Gly Gin 

Gin 

705 





710 





715 





720 

Gly Trp 

Asp 

Arg 

Lys 

Tyr 

lie 

Val 

Leu 

Glu 

Gly 

Ser 

Lys 

Val 

Leu 

lie 





725 





730 





735 


Tyr 

Asp 

Asn 

Glu 

Ala 

Arg 

Glu 

Ala 

Gly 

Gin 

Arg 

Pro 

Val 

Glu 

Glu 

Phe 




740 





745 





750 



Glu 

Leu 

Cys 

Leu 

Pro 

Asp 

Gly 

Asp 

Val 

Ser 

lie 

His 

Gly 

Ala 

Val 

Gly 



755 





760 





765 




Ala 

Ser 

Glu 

Leu 

Ala 

Asn 

Thr 

Ala 

Lys 

Ala 

Asp 

Val 

Pro 

Tyr 

lie 

Leu 


770 





775 





780 





Lys 

Met 

Glu 

Ser 

His 

Pro 

His 

Thr 

Thr 

Cys 

Trp 

Pro 

Gly 

Arg 

Thr 

Leu 

785 





790 





795 





800 

Tyr 

Leu 

Leu 

Ala 

Pro 

Ser 

Phe 

Pro 

Asp 

Lys 

Gin 

Arg 

Trp 

Val 

Thr 

Ala 





805 





810 





815 


Leu 

Glu 

Ser 

Val 

Val 

Ala 

Gly 

Gly 

Arg 

Val 

Ser 

Arg 

Glu 

Lys 

Ala 

Glu 




820 





825 





830 



Ala 

Asp 

Ala 

Lys 

Leu 

Leu 

Gly 

Asn 

Ser 

Leu 

Leu 

Lys 

Leu 

Glu Gly 

Asp 



835 





840 





845 




Asp Arg 

Leu 

Asp 

Met 

Asn 

Cys 

Thr 

Leu 

Pro 

Phe 

Ser 

Asp 

Gin 

Val 

Val 


850 





855 





860 





Leu 

Val 

Gly 

Thr 

Glu 

Glu 

Gly 

Leu 

Tyr 

Ala 

Leu 

Asn 

Val 

Leu 

Lys 

Asn 

865 





870 





875 





880 

Ser 

Leu 

Thr 

His 

Val 

Pro 

Gly 

lie 

Gly 

Ala 

Val 

Phe 

Gin 

lie 

Tyr 

lie 





885 





890 





895 


He 

Lys 

Asp 

Leu 

Glu 

Lys 

Leu 

Leu 

Met 

lie 

Ala 

Gly 

Glu 

Glu Arg 

Ala 




900 





905 





910 



Leu 

Cys 

Leu 

Val 

Asp 

Val 

Lys 

Lys 

Val 

Lys 

Gin 

Ser 

Leu 

Ala 

Gin 

Ser 



915 





920 





925 




His 

Leu 

Pro 

Ala 

Gin 

Pro 

Asp 

lie 

Ser 

Pro 

Asn 

lie 

Phe 

Glu 

Ala 

Val 


930 





935 





940 





Lys Gly 

Cys 

His 

Leu 

Phe 

Gly 

Ala 

Gly 

Lys 

lie 

Glu 

Asn 

Gly Leu Cys 

945 





950 





955 





960 

lie 

Cys 

Ala 

Ala 

Met 

Pro 

Ser 

Lys 

Val 

Val 

lie 

Leu 

Arg 

Tyr 

Asn 

Glu 





965 





970 





975 


Asn 

Leu 

Ser 

Lys 

Tyr 

Cys 

lie 

Arg 

Lys 

Glu 

lie 

Glu 

Thr 

Ser 

Glu 

Pro 




980 





985 





990 



Cys 

Ser 

Cys 

lie 

His 

Phe 

Thr 

Asn 

Tyr 

Ser 

lie 

Leu 

He 

Gly Thr 

Asn 



995 





1000 




1005 



Lys 

Phe 

Tyr 

Glu 

lie 

Asp 

Met 

Lys 

Gin 

Tyr 

Thr 

Leu 

Glu 

Glu 

Phe 

Leu 
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1010 1015 1020 

Asp Lys Asn Asp His Ser Leu Ala Pro Ala Val Phe Ala Ala Ser Ser 

1025 1030 1035 1040 

Asn Ser Phe Pro Val Ser lie Val Gin Val Asn Ser Ala Gly Gin Arg 

1045 1050 1055 

Glu Glu Tyr Leu Leu Cys Phe His Glu Phe Gly Val Phe Val Asp Ser 
1060 1065 1070 

Tyr Gly Arg Arg Ser Arg Thr Asp Asp Leu Lys Trp Ser Arg Leu Pro 
1075 1080 1085 

Leu Ala Phe Ala Tyr Arg Glu Pro Tyr Leu Phe Val Thr His Phe Asn 
1090 1095 1100 

Ser Leu Glu Val lie Glu lie Gin Ala Arg Ser Ser Ala Gly Thr Pro 
1105 1110 1115 1120 

Ala Arg Ala Tyr Leu Asp lie Pro Asn Pro Arg Tyr Leu Gly Pro Ala 
1125 1130 1135 

lie Ser Ser Gly Ala lie Tyr Leu Ala Ser Ser Tyr Gin Asp Lys Leu 
1140 1145 1150 

Arg Val lie Cys Cys Lys Gly Asn Leu Val Lys Glu Ser Gly Thr Glu 
1155 1160 1165 

His His Arg Gly Pro Ser Thr Ser Arg Ser Ser Pro Asn Lys Arg Gly 
1170 1175 1180 

Pro Pro Thr Tyr Asn Glu His lie Thr Lys Arg Val Ala Ser Ser Pro 

1185 1190 1195 1200 

Ala Pro Pro Glu Gly Pro Ser His Pro Arg Glu Pro Ser Thr Pro His 

1205 1210 1215 

Arg Tyr Arg Glu Gly Arg Thr Glu Leu Arg Arg Asp Lys Ser Pro 
1220 1225 1230 

Arg Pro Leu Glu Arg Glu Lys Ser Pro Gly Arg Met Leu Ser Thr 
1235 1240 1245 

Arg Glu Arg Ser Pro Gly Arg Leu Phe Glu Asp Ser Ser Arg Gly 
1250 1255 1260 

Leu Pro Ala Gly Ala Val Arg Thr Pro Leu Ser Gin Val Asn Lys 

1265 1270 1275 

Trp Asp Gin Ser Ser Val 
1285 

<210> 6247 
<211> 497 
<212 > DNA 

<213> Homo sapiens 
<400> 6247 

gcggccgcag cgctgaatgg ggtggaccga cgttccctgc agcgttcaca aggctggctc 
60 

tagaagtgct ggagagggcc aagaggaggg cggtggactg gcatgccctg gagcgtccca 
120 

aaggctgcat gggggtcctt gcccgggagg cgccccacct agagaaacag ccggcagccg 
180 

gcccgcagcg cgttctcccg ggagagaaat attattcatc tgtgccagag gaaggagggg 
240 

caacccatgt ctatcgttat cacagaggcg agtcgaagct gcacatgtgc ttggacatag 
300 

ggaatggtca gagaaaagac agaaaaaaga catcccttgg tcctggaggc agctatcaaa 
360 


Gly 

Arg 

Arg 

Val 

1280 
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tatcagagca tgctccagag gcatcccagc ctgtgagtac ggaactgctt acgcactggg 
420 

tttcaccacc gttgcaactc catgaaccag ttgacatggt tcttagaggg ctatttgaat 
480 

tgagtctata gtatttt 
497 

<210> 6248 
<211> 142 
<212> PRT 

<213 > Homo sapiens 
<400> 6248 


Met 

Gly 

Trp 

Thr 

Asp 

Val 

Pro 

Cys 

Ser 

Val 

His 

Lys 

Ala 

Gly Ser Arg 

1 




5 





10 





15 


Ser 

Ala 

Gly 

Glu 

Gly Gin 

Glu 

Glu 

Gly 

Gly 

Gly 

Leu 

Ala 

Cys 

Pro Gly 




20 





25 





30 



Ala 

Ser 

Gin 

Arg 

Leu 

His 

Gly 

Gly 

Pro 

Cys 

Pro Gly 

Gly 

Ala 

Pro 

Pro 



35 





40 





4 5 




Arg 

Glu 

Thr 

Ala 

Gly 

Ser 

Arg 

Pro 

Ala 

Ala 

Arg 

Ser 

Pro 

Gly Arg 

Glu 


50 





55 





60 





He 

Leu 

Phe 

lie 

Cys 

Ala 

Arg 

Gly 

Arg 

Arg 

Gly Asn 

Pro 

Cys 

Leu 

Ser 

65 





70 





75 





80 

Leu 

Ser 

Gin 

Arg 

Arg 

Val 

Glu 

Ala 

Ala 

His 

Val 

Leu 

Gly 

His 

Arg Glu 





85 





90 





95 


Trp 

Ser 

Glu 

Lys 

Arg 

Gin 

Lys 

Lys 

Asp 

lie 

Pro 

Trp 

Ser 

Trp Arg 

Gin 




100 





105 





110 



Leu 

Ser 

Asn 

lie 

Arg 

Ala 

Cys 

Ser 

Arg 

Gly 

lie 

Pro 

Ala 

Cys 

Glu 

Tyr 



115 





120 





125 




Gly Thr 

Ala 

Tyr 

Ala 

Leu 

Gly 

Phe 

Thr 

Thr 

Val 

Ala 

Thr 

Pro 




130 





135 





140 






<210> 6249 
<211 > 1217 
<212 > DNA 

<213> Homo sapiens 
<4 00> 6249 

nntgagcaac aaaccgagtt ctggagaacg ccatcagctc gctgcttaaa ctggaaacaa 
60 

aagtctcaac ttccaacctc tttgcagcta ggagtggcca agtagcatag atctggtgaa 
120 

tgaactgcag gtgggaattt ctgagaaggt ttccttctta aatagaaaga ttaaaccaca 
180 

ggttccatta tgggtcgact tgatgggaaa gtcatcatcc tgacggccgc tgctcagggg 
240 

attggccaag cagctgcctt agcttttgca agagaaggtg ccaaagtcat agccacagac 
300 

attaatgagt ccaaacttca ggaactggaa aagtacccgg gtattcaaac tcgtgtcctt 
360 

gatgtcacaa agaagaaaca aattgatcag tttgccaatg aagttgagag acttgatgtt 
420 

ctctttaatg ttgctggttt tgtccatcat ggaactgtcc tggattgtga ggagaaagac 
480 
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tgggacttct cgatgaatct caatgtgcgc agcatgtacc tgatgatcaa ggcattcctt 
540 

cctaaaatgc ttgctcagaa atctggcaat attatcaaca tgtcttctgt ggcttccagc 
600 

gtcaaaggag ttgtgaacag atgtgtgtac agcacaacca aggcagccgt gattggcctc 
660 

acaaaatctg tggctgcaga tttcatccag cagggcatca ggtgcaactg tgtgtgccca 
720 

ggaacagttg atacgccatc tctacaagaa agaatacaag ccagaggaaa tcctgaagag 
780 

gcacggaatg atttcctgaa gagacaaaag acgggaagat tcgcaactgc agaagaaata 
840 

gccatgctct gcgtgtattt ggcttctgat gaatctgctt atgtaactgg taaccctgtc 
900 

atcattgatg gaggctggag cttgtgattt taggatctcc atggtgggaa ggaaggcagg 
960 

cccttcctat ccacagtgaa cctggttacg aagaaaactc accaatcatc tccttcctgt 
1020 

taatcacatg ttaatgaaaa taagctcttt ttaatgatgt cactgtttgc aagagtctga 
1080 

ttctttaagt atattaatct ctttgtaatc tcttctgaaa tcattgtaaa gaaataaaaa 
1140 

tattgaactc atagcaggag aatagttttt aaaataaatc tcgatttgtt agcaaaaaaa 
1200 

aaaaaaaaaa aaaaaaa 
1217 

<2 10> 6250 
<211> 245 
<212 > PRT 

<213> Homo sapiens 


<400> 6250 


Met 

Gly 

Arg 

Leu 

Asp 

Gly 

Lys 

Val 

lie 

lie 

Leu 

Thr 

Ala 

Ala 

Ala 

Gin 

1 




5 





10 





15 


Gly 

lie 

Gly 

Gin 

Ala 

Ala 

Ala 

Leu 

Ala 

Phe 

Ala 

Arg 

Glu 

Gly 

Ala 

Lys 




20 





25 





30 



Val 

lie 

Ala 

Thr 

Asp 

lie 

Asn 

Glu 

Ser 

Lys 

Leu 

Gin 

Glu 

Leu 

Glu 

Lys 



35 





40 





45 




Tyr 

Pro 

Gly 

lie 

Gin 

Thr 

Arg 

Val 

Leu 

Asp 

Val 

Thr 

Lys 

Lys 

Lys 

Gin 


50 





55 





60 





He 

Asp 

Gin 

Phe 

Ala 

Asn 

Glu 

Val 

Glu 

Arg 

Leu 

Asp 

Val 

Leu 

Phe 

Asn 

65 





70 





75 





80 

Val 

Ala 

Gly 

Phe 

Val 

His 

His 

Gly 

Thr 

Val 

Leu 

Asp 

Cys 

Glu 

Glu 

Lys 





85 





90 





95 


Asp 

Trp 

Asp 

Phe 

Ser 

Met 

Asn 

Leu 

Asn 

Val 

Arg 

Ser 

Met 

Tyr 

Leu 

Met 




100 





105 





110 



lie 

Lys 

Ala 

Phe 

Leu 

Pro 

Lys 

Met 

Leu 

Ala 

Gin 

Lys 

Ser 

Gly 

Asn 

lie 



115 





120 





125 




lie 

Asn 

Met 

Ser 

Ser 

Val 

Ala 

Ser 

Ser 

Val 

Lys 

Gly 

Val 

Val 

Asn 

Arg 


130 





135 





140 





Cys 

Val 

Tyr 

Ser 

Thr 

Thr 

Lys 

Ala 

Ala 

Val 

lie 

Gly 

Leu 

Thr 

Lys 

Ser 

145 





150 





155 





160 

Val 

Ala 

Ala 

Asp 

Phe 

lie 

Gin 

Gin 

Gly 

lie 

Arg 

Cys 

Asn 

Cys 

Val 

Cys 
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165 170 175 

Pro Gly Thr Val Asp Thr Pro Ser Leu Gin Glu Arg lie Gin Ala Arg 
180 185 190 

Gly Asn Pro Glu Glu Ala Arg Asn Asp Phe Leu Lys Arg Gin Lys Thr 
195 200 205 

Gly Arg Phe Ala Thr Ala Glu Glu lie Ala Met Leu Cys Val Tyr Leu 
210 215 220 

Ala Ser Asp Glu Ser Ala Tyr Val Thr Gly Asn Pro Val lie lie Asp 
225 230 235 240 

Gly Gly Trp Ser Leu 
245 

<210> 6251 
<211> 1611 
<212 > DNA 
<213 > Homo sapiens 

<400> 6251 

tttttttttt tttttttttt tttttttttt tttttttttt ttttccagat caggaagttt 
6 0 

tattgctgac atgcaggaag agtccccatg tagtacaaaa atatgtcttt atacaaactt 
120 

ttttgtgact ttttccgttt ctttacaata ggacttctct cagtgtgtga cacccagtga 
180 

gggctgaccc atcctcctct cctttgcttc accaggaatg tcatcagaca catggcttga 
240 

ccttggaagg gcccagtctg tctgacaggg ctttgcagac ccggcggcta ttgctttgaa 
300 

aaggaggaga aagaccacgc acgggcagca gcctggaggg acccggtggg ctgctgagag 
360 

ggggctccgc tgcgacgggc cctggcccag cttcaggccc tcacaggagg acagtcaagg 
420 

gctgggagcc ctaggccgga ctgcatttcc gctcccgcag gagactttct atgaaataaa 
480 

tatagaaaag agggcatccc ccagccccac agcacaagac cctggccctc agcgctggac 
540 

agctgagaca gacgcaggct cgctgctcag ggggagtaag tgctgggctc cagtaggctc 
600 

ccacaggccc actgaggcag aggcatgagt cgcccaagtg ctggatgggg catggggaga 
660 

aaggggcgtg ggcagccctg ctactgctgg caagaggtgg ccccattttt tccagatggg 
720 

gaaactgagg cacaaggagg tttgggaact tgcccaaggt cactcacagt gagtcagctt 
780 

tttaggggga ggagagcggc tcacactctg ggaaacacag tcacctcccc actggggagc 
840 

agggccaggc aggaggggcc tcagggccca tgactgcctg gaggggacac tcagcctctc 
900 

tgaggacata tggggggtag gcctctgggg aagggtcttt gcttggcatc aggcagggcc 
960 

aagtccagta agggcaaggg gagggggcat tctggtgaga acagcatttc tggcaagacg 
1020 

ggcatccact tcaaaatctc ggctcaaaag ggcagcaggg ctgttctcaa gccaggcagg 
1080 
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cagggtcccc caatccctac aattctcctg agtccctcac caccatggag gacccttgct 
1140 

agggtctacc gggagagtca ccacatctat tatgaggcaa gggcactggg atatgttccc 
1200 

accatcccct aaacacaaga gtaggctagg ggagcgtgca ggcagccccc gctcacggcc 
1260 

aggcctgcag cccaacccat gggccccttc gcactgggag tccacgtgag ctcagtacca 
1320 

cggggaagga tagagaaggg aacaggttaa cgcgcgtgta cagcacctca gagaagccac 
1380 

tgagacggga gagaaagagc caggtctaga aaggcctccc atcaccggca gcagagaggg 
1440 

actggtgggc tgaaagggga cagggactgg caggaggggc ttccctgcct gggggtgagg 
1500 

agggagctca cgtgtgggct gtggattcct tgctgtccag ccaggctggg ggcagggagt 
1560 

ggccatggac tgagccacct agagatggga gagaagttgg tatgggtaan a 
1611 

<210> 6252 
< 211 > 100 
<212> PRT 

<213> Homo sapiens 
<400> 6252 

Met Gly Gly Arg Pro Leu Gly Lys Gly Leu Cys Leu Ala Ser Gly Arg 
1 5 10 15 

Ala Lys Ser Ser Lys Gly Lys Gly Arg Gly His Ser Gly Glu Asn Ser 
20 25 30 

lie Ser Gly Lys Thr Gly lie His Phe Lys lie Ser Ala Gin Lys Gly 
35 40 45 

Ser Arg Ala Val Leu Lys Pro Gly Arg Gin Gly Pro Pro lie Pro Thr 
50 55 60 

lie Leu Leu Ser Pro Ser Pro Pro Trp Arg Thr Leu Ala Arg Val Tyr 

65 70 75 80 

Arg Glu Ser His His lie Tyr Tyr Glu Ala Arg Ala Leu Gly Tyr Val 

85 90 95 

Pro Thr lie Pro 
100 

<210> 6253 

<211> 1953 

<212> DNA 

<213 > Homo sapiens 

<400> 6253 

nngtggggta gcgggcaagg cgggcgccga gtttgcaaag gctcgcagcg gccagaaacc 
60 

cggctccgag cggcggcggc ccggcttccg ctgcccgtga gctaaggacg gtccgctccc 
120 

tctagccagc tccgaatcct gatccaggcg ggggccaggg gcccctcgcc tcccctctga 
180 

ggaccgaaga tgagcttcct cttcagcagc cgctcttcta aaacattcaa accaaagaag 
240 
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aatatccctg aaggatctca 
300 

agtgggaate tgagacaagc 
360 

gctgtgaaca ctgtggattt 
420 

ttctgcactg aagcaagctg 
480 

gcagatggta ctaatattaa 
540 

ttgatgactt gggttcaaga 
600 

gtcccatttc ccaaaaactt 
660 

gtttatgccc atatttatca 
720 

cacctcaaca cc tcctttaa 
780 

aggcgtgagc tggcacctct 
840 

atgtttcttc tagaacacag 
900 

ctatctgtta tagactagtg 
960 

cctgtgtcta ctgataaaat 
1020 

ccttaaggac acagccaaat 
1080 

catacttggt tgtaatatgt 
1140 

ttactcattt actcagtcat 
1200 

cacaatggac attaagaatt 
1260 

ctaataacac aatcagattg 
1320 

agtacccttg agatttagaa 
1380 

tatggtagtg tttttataga 
1440 

aaatcatcat atgacgtgtg 
1500 

tttgatcttt atttgagatt 
1560 

gaagtaattt tttaatgtct 
1620 

attcagatag tagcttttgg 
1680 

aaaaccacta tttttattat 
1740 

atggaggaaa atactcagag 
1800 

tatgttttta ttgtctcttg 
1860 


tcagtatgaa ctcttaaaac 
tgttatgttg cctgagggag 
ctttaaccag atcaacatgt 
tccagtcatg tctgcaggtc 
aaagccaatc aaatgttctg 
tcagcttgat gatgaaactc 
tatgtctgtg gcaaagacta 
ccagcacttt gattctgtga 
gcactttatt ttctttgttc 
tcaagaatta atagagaaac 
ttaccccctt gcttcatcta 
atacaaactt taagaaaaca 
tatcccaaag gtaggttggt 
cttaagtact gtgtgaccac 
gatggttaac ctgtagctta 
ttctttacaa gaaaatgatt 
tccatcaata atttatgaat 
gttttattct tttattttac 
catctgtgtc acttcagata 
taagatacgt ctattttttc 
ggtgggagca accaaagtta 
gttttcatat ctatctaaat 
tctaaggatg gtcttccagg 
ctgagaaaag gaatccaaaa 
ttcattattt ttcagaggcc 
tacttgatta ttttatttcc 
agccttagtt aagagtagtg 


atgcagaagc aactctagga 
aggatctcaa tgaatggatt 
tatatggaac tattacagaa 
cgagatatga atatcactgg 
caccaaaata cattgactat 
tttttccttc taagattggt 
ttctaaagcg tctgttcagg 
tgcagctgca agaggaggcc 
aggagtttaa tctgattgat 
ttggatcaaa agacagataa 
ttgctagaac tatctcattg 
ggataaaaag atacccattg 
gtgatagttt ccgagtaaga 
tcttgttgtt atcacatagt 
taaatttact tattattctt 
gaatctgttt taggtgacag 
aagtttccag aacaaatttc 
gaataaaaaa tgtatttttc 
acattttagt ttcaagtttg 
aaaattcatg attgcagttt 
tttttacagg gactttattt 
tattaggagt gtgtgtatca 
cttttaaact gaaaagctta 
tattaataaa tttagatctc 
ttaaaattct gggtaagaga 
ttttattaaa aaattacttc 
tagaaatgca tgaacttcat 


5439 



WO 00/58473 


PCT/US00/08621 


cctaataagg ataaaactta aggaaaacca caataaacca tgaaggtgta cacatcttaa 
1920 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaa 
1953 

<210> 6254 
<211> 216 
<212 > PRT 

<213 > Homo sapiens 
<400> 6254 

Met Ser Phe Leu Phe Ser Ser Arg Ser Ser Lys Thr Phe Lys Pro Lys 

15 10 15 

Lys Asn lie Pro Glu Gly Ser His Gin Tyr Glu Leu Leu Lys His Ala 

20 25 30 

Glu Ala Thr Leu Gly Ser Gly Asn Leu Arg Gin Ala Val Met Leu Pro 

35 40 45 

Glu Gly Glu Asp Leu Asn Glu Trp lie Ala Val Asn Thr Val Asp Phe 

50 55 60 

Phe Asn Gin He Asn Met Leu Tyr Gly Thr lie Thr Glu Phe Cys Thr 

65 70 75 80 

Glu Ala Ser Cys Pro Val Met Ser Ala Gly Pro Arg Tyr Glu Tyr His 

85 90 95 

Trp Ala Asp Gly Thr Asn lie Lys Lys Pro lie Lys Cys Ser Ala Pro 

100 105 110 

Lys Tyr lie Asp Tyr Leu Met Thr Trp Val Gin Asp Gin Leu Asp Asp 

115 120 125 

Glu Thr Leu Phe Pro Ser Lys lie Gly Val Pro Phe Pro Lys Asn Phe 

130 135 140 

Met Ser Val Ala Lys Thr lie Leu Lys Arg Leu Phe Arg Val Tyr Ala 

145 150 155 160 

His lie Tyr His Gin His Phe Asp Ser Val Met Gin Leu Gin Glu Glu 

165 170 175 

Ala His Leu Asn Thr Ser Phe Lys His Phe lie Phe Phe Val Gin Glu 

180 185 190 

Phe Asn Leu lie Asp Arg Arg Glu Leu Ala Pro Leu Gin Glu Leu lie 

195 200 205 

Glu Lys Leu Gly Ser Lys Asp Arg 

210 215 

<210> 6255 

<211> 622 

<212> DNA 

<213 > Homo sapiens 

<400> 6255 

nntccggagg ctgagacagg agaatcgctt gaacccagga ggccgaggtt gcagtgagcc 
60 

gagatcatgc cattgcactc cagcctgggc aacagagtga gacttcatct caaaaaaaaa 
120 

aaagccacag tggctgcctt cacagccagc gagggccacg cacatcccag ggtagtggag 
180 

ctacccaaga cggatgaggg cctaggcttc aacatcatgg gtggcaaaga gcaaaactcg 
240 
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cccatctaca tctcccgggt catcccaggg ggtgtggctg accgccatgg aggcctcaag 
300 

cgtggggatc aactgttgtc ggtgaacggt gtgagcgttg agggtgagca gcatgagaag 
360 

gcggtggagc tgctgaaggc ggcccagggc tcggtgaagc tggttgtccg ttacacaccg 
420 

cgagtgctgg aggagatgga ggcccggttc gagaagatgc gctctgcccg ccggcgccaa 
480 

cagcatcaga gctactcgtc cttggagtct cgaggttgaa accacagatc tggacgttca 
540 

cgtgcactct cttcctgtac agtatttatt gttcctggca ctttatttaa agatttttga 
600 

ccctcaaaaa aaaaaaaaaa aa 
622 

<210> 6256 
<2 11> 150 
<212> PRT 

<213 > Homo sapiens 
<400> 6256 


Met 

Pro 

Leu 

His 

Ser 

Ser 

Leu 

Gly 

Asn 

Arg 

Val 

Arg 

Leu 

His 

Leu 

Lys 

1 




5 





10 





15 


Lys 

Lys 

Lys 

Ala 

Thr 

Val 

Ala 

Ala 

Phe 

Thr 

Ala 

Ser 

Glu 

Gly 

His 

Ala 




20 





25 





30 



His 

Pro 

Arg 

Val 

Val 

Glu 

Leu 

Pro 

Lys 

Thr 

Asp 

Glu 

Gly 

Leu 

Gly 

Phe 



35 





40 





45 




Asn 

He 

Met 

Gly 

Gly 

Lys 

Glu 

Gin 

Asn 

Ser 

Pro 

lie 

Tyr 

lie 

Ser 

Arg 


50 





55 





60 





Val 

lie 

Pro 

Gly 

Gly 

Val 

Ala 

Asp 

Arg 

His 

Gly Gly 

Leu 

Lys 

Arg 

Gly 

65 





70 





75 





80 

Asp 

Gin 

Leu 

Leu 

Ser 

val 

Asn 

Gly 

Val 

Ser 

Val 

Glu 

Gly 

Glu 

Gin 

His 





85 





90 





95 


Glu 

Lys 

Ala 

Val 

Glu 

Leu 

Leu 

Lys 

Ala 

Ala 

Gin Gly 

Ser 

Val 

Lys 

Leu 




100 





105 





110 



Val 

Val 

Arg 

Tyr 

Thr 

Pro Arg 

Val 

Leu 

Glu 

Glu 

Met 

Glu 

Ala 

Arg 

Phe 



115 





120 





125 




Glu 

Lys 

Met 

Arg 

Ser 

Ala Arg 

Arg 

Arg 

Gin 

Gin 

His 

Gin 

Ser 

Tyr 

Ser 


130 135 140 

Ser Leu Glu Ser Arg Gly 
145 150 


<210> 6257 

<211> 2216 

<212> DNA 

<213 > Homo sapiens 

<4 00> 6257 

nttttttttt tttttttttt ttttttgctc agcaatcttt attcagttct tcttgggggt 
60 

gggatgcctc ccttcccatg ctcccacccc tcccatccca gaactccgtt gggctcagtg 
120 

tcctctgttg agggaaggtc ttggtgccca gatgcctact ctgcaggaga gggaggaacc 
180 
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ttgtcccttt gcgggagtcg 
240 

gcactgtcca ccagcactca 
300 

ggactggggg tgtcccccag 
360 

tagcgccaga gaagcagctc 
420 

gtcatggggg ggctgcagta 
480 

gccatgttct cctcagacag 
540 

cgcttggtgc tcatgggcac 
600 

acccccaagg cggcccgcgg 
660 

tgctgcagga tcattgggtt 
720 

tctctgaggg cgtggccaag 
780 

tctgcgcggg cgcggaagac 
840 

ggggagggta tccggcttaa 
900 

tcgcggcgct cacctcggct 
960 

gaaggcggta gggcgccacg 
1020 

cgtcgcgcgc ggagcactct 
1080 

gcggtgcctc tgggtcagac 
1140 

ttctcccaga gcgtctcacc 
1200 

attgccatct tcagcttgtc 
1260 

ccggtggtga ctttccaagc 
1320 

catctgctta gtgctgggga 
1380 

aagggctgta aggagctgtg 
1440 

gagatcaacg ctttgctgct 
1500 

tgtcagttgc acactatgga 
1560 

acagactaca tccactgcct 
1620 

gaggatggag ctgttcgact 
1680 

tctataagca cgaggagtgc 
1740 

gattccgact ggatggtctg 
1800 


ctggtctctt ctgttgtggg 
gagctccatt atgtccccag 
cctcagcaga cggagggcct 
agagcaaggg ctcctgagtg 
ggggtggtca ttgtgcaggc 
aaactgcttg cgcagaggct 
agctcctcgg agaggggagc 
gaggcgctgg gcccctccct 
ttggggtcct gcgggtggga 
cgtggcttta 
gggcggcgcg tggcggaagg 
gggggctgcg gtggacacca 
cctagggttc gggacggtac 
gagaggaacc gctctaggca 
gggacttgta gttctggaga 
sgaggtgttc caggccttgc 
atgtgggaag tttctggcgg 
ctctgctttg agctcagaag 
ccatgatggg cccgtctata 
tggggaggtg aaggcctggc 
gcgtcgtcag cctccataca 
ggtccccaag gagaattccc 
ccttgaaact gggactttca 
ggcactgcgg gaaaggagcc 
ttgggacctg cgcacagcca 
tcgaggcccc acaatgggcg 
t 99 a 99999 c ccagccctca 


gaagaaggaa ggtgggaggg 
ctggggttgc agggtagggg 
cagggatgag gctgccagga 
ggggcagggc tggggagaag 
tgagttgaga gaagtgggtg 
cctgctcctc ctccaggcgc 
tggcgtccag gccccaagtc 
99999 cctcg ctgcaagggc 
tctgggcgac aggggaggag 
99 c 999 ca ca gccgcgaggt 
caggcttgct cctcggggcg 
cttcttaatg tcgggggtct 
gcaccagcca ccttcgcgcc 
cgtaaggcct cgtgaggttg 
tggagcgagc tgtgccgctc 
agcggctcca tatgaccatc 
ctggcaacaa ttacgggcag 
ccaaagagga aagtaagaag 
gcatggtttc caccgatcga 
tttgggcgga gatgctcaag 
ggaccagcct ggaagtgcct 
tcatcctggc tgggggagac 
cgagggtcct ccggggccac 
cagaggtgct gtcaggtggc 
aggaggt cca gacgatcgag 
ctggattgga tgtttggact 
ccctctggca cctccgatcc 
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tccacaccca ccaccatctt ccccatccgg 
i860 

gacctgattc tgtcagctgg ccagggccgc 
1920 

ctgaaggccc aggtgcctgg ctcctcccca 
1980 

cctgccgcgc ctgagtgcaa ggtcctgaca 
2040 

ttcaccaacc tgggttaccg agccttctcc 
2100 

gccagctcag ggttttagag tgtttttcat 
2160 

tttcaggctt tttaaaaaaa aaaaaaaaaa 
2216 

<210> 6258 
<211> 340 
<212> PRT 

<213 > Homo sapiens 


<400> 6258 


Met 

Glu 

Arg 

Ala 

Val 

Pro 

Leu 

Ala 

1 




5 




Phe 

Gin 

Ala 

Leu 

Gin 

Arg 

Leu 

His 




20 





Ser 

Pro 

Cys 

Gly 

Lys 

Phe 

Leu 

Ala 



35 





40 

Ala 

lie 

Phe 

Ser 

Leu 

Ser 

Ser 

Ala 


50 





55 


Ser 

Lys 

Lys 

Pro 

Val 

Val 

Thr 

Phe 

65 





70 



Ser 

Met 

Val 

Ser 

Thr 

Asp 

Arg 

His 





85 




Val 

Lys 

Ala 

Trp 

Leu 

Trp 

Ala 

Glu 




100 





Leu 

Trp 

Arg 

Arg 

Gin 

Pro 

Pro 

Tyr 



115 





120 

lie 

Asn 

Ala 

Leu 

Leu 

Leu 

Val 

Pro 


130 





135 


Gly 

Gly 

Asp 

Cys 

Gin 

Leu 

His 

Thr 

145 





150 



Thr 

Arg 

Val 

Leu 

Arg 

Gly 

His 

Thr 





165 




Arg 

Glu 

Arg 

Ser 

Pro 

Glu 

Val 

Leu 




180 





Arg 

Leu 

Trp 

Asp 

Leu 

Arg 

Thr 

Ala 



195 





200 

He 

Ser 

Thr 

Arg 

Ser 

Ala 

Arg 

Gly 


210 





215 


Val 

Trp 

Thr 

Asp 

Ser 

Asp 

Trp 

Met 

225 





230 



Thr 

Leu 

Trp 

His 

Leu 

Arg 

Ser 

Ser 





245 




Arg 

Ala 

Pro 

Gin 

Lys 

His 

Val 

Thr 


gcgccacaga agcacgtcac cttctaccag 
tgcgtcaacc agtggcagct gagcggggag 
gggctgctca gcctcagcct caaccagcag 
gctgcaggca acagctgccg ggtggatgtc 
ctgtccttct gatctctgac gacaccccca 
tttctttttt tttttttttt tacaataaag 
aaaaaaaaaa aaaaaaaaaa aaaaaa 


Val 

Pro 

Leu 

Gly 

Gin 

Thr 

Glu 

Val 


10 





15 


Met 

Thr 

lie 

Phe 

Ser 

Gin 

Ser 

Val 

25 





30 



Ala 

Gly 

Asn 

Asn 

Tyr 

Gly 

Gin 

lie 





45 




Leu 

Ser 

Ser 

Glu 

Ala 

Lys 

Glu 

Glu 




60 





Gin 

Ala 

His 

Asp 

Gly 

Pro 

Val 

Tyr 



75 





80 

Leu 

Leu 

Ser 

Ala 

Gly 

Asp 

Gly 

Glu 


90 





95 


Met 

Leu 

Lys 

Lys 

Gly 

Cys 

Lys 

Glu 

105 





110 



Arg 

Thr 

Ser 

Leu 

Glu 

Val 

Pro 

Glu 





125 




Lys 

Glu 

Asn 

Ser 

Leu 

lie 

Leu 

Ala 




140 





Met 

Asp 

Leu 

Glu 

Thr 

Gly 

Thr 

Phe 



155 





160 

Asp 

Tyr 

lie 

His 

Cys 

Leu 

Ala 

Leu 


170 





175 


Ser 

Gly 

Gly 

Glu 

Asp 

Gly 

Ala 

Val 

185 





190 



Lys 

Glu 

Val 

Gin 

Thr 

lie 

Glu 

Ser 





205 




Pro 

Thr 

Met 

Gly 

Ala 

Gly 

Leu 

Asp 




220 





Val 

Cys 

Gly 

Gly 

Gly 

Pro 

Ala 

Leu 



235 





240 

Thr 

Pro 

Thr 

Thr 

lie 

Phe 

Pro 

lie 


250 





255 


Phe 

Tyr 

Gin 

Asp 

Leu 

lie 

Leu 

Ser 
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260 





Ala Gly 

Gin 

Gly 

Arg 

Cys 

Val 

Asn 



275 





280 

Lys 

Ala 

Gin 

Val 

Pro 

Gly 

Ser 

Ser 


290 





295 


Asn 

Gin 

Gin 

Pro 

Ala 

Ala 

Pro 

Glu 

305 





310 



Asn 

Ser 

Cys 

Arg 

Val 

Asp 

Val 

Phe 





325 




Ser 

Leu 

Ser 

Phe 








340 






265 





270 



Gin 

Trp 

Gin 

Leu 

Ser 

285 

Gly 

Glu 

Leu 

Pro 

Gly 

Leu 

Leu 

300 

Ser 

Leu 

Ser 

Leu 

Cys 

Lys 

Val 

315 

Leu 

Thr 

Ala 

Ala 

Gly 

320 

Thr 

Asn 

330 

Leu Gly 

Tyr 

Arg 

Ala 

335 

Phe 


<210 > 6259 
<211> 384 
<212> DNA 

<213 > Homo sapiens 


atcccataga 

atagaacaga 

ctgccacaaa 

accacttaat 

ccttctctga 

atgctctctc 

agggtggggc 


acacagctca 

gaacatgtta 

cactagggta 

gggttgtact 

tctgaaggca 

tccaaaattc 

agca 


gagtctgata 

tctatgcaga 

aaagcaaaac 

aagagtgcag 

tctactcttg 

aacctgtcat 


acagtgtcct 

aaaatgaaaa 

agaagcctct 

agcctggaac 

ttcacaaacc 

caagcatatc 


tgaaattcca 

gataaagtat 

cattagtaac 

cgagacgtct 

ccagtcagat 

cagtgagaac 


<400> 6259 
ccatgcagcg 
60 

gatgctttcg 
120 

tctaggtttg 
180 

tcacatacag 
240 

caggttaatt 
300 

tttacaaatg 
360 

tcgttaataa 
384 

<210> 6260 
<211> 128 
<2 12> PRT 
<213> Homo sapiens 

<400> 6260 


Pro Cys 

Ser 

Asp 

Pro 

lie 

Glu 

His 

1 




5 




Leu 

Glu 

He 

Pro 

Asp 

Ala 

Phe 

Asp 




20 





Gin Lys 

Asn 

Glu 

Lys 

lie 

Lys 

Tyr 



35 





40 

Arg 

Val 

Lys 

Ala 

Lys 

Gin 

Lys 

Pro 


50 





55 


His 

Leu 

Met 

Gly 

Cys 

Thr 

Lys 

Ser 

65 





70 



Gin 

Val 

Asn 

Ser 

Phe 

Ser 

Asp 

Leu 





85 




Pro 

Gin 

Ser 

Asp 

Phe 

Thr 

Asn 

Asp 




100 





Ser 

Ser 

Ser 

lie 

Ser 

Ser 

Glu 

Asn 


Ser 

Ser 

Glu 

Ser 

Asp 

Asn 

Ser 

Val 


10 





15 


Arg 

Thr 

Glu 

Asn 

Met 

Leu 

Ser 

Met 

25 





30 



Ser 

Arg 

Phe 

Ala 

Ala 

Thr 

Asn 

Thr 





45 




Leu 

lie 

Ser 

Asn 

Ser 

His 

Thr 

Asp 




60 





Ala 

Glu 

Pro Gly 

Thr 

Glu 

Thr 

Ser 



75 





80 

Lys 

Ala 

Ser 

Thr 

Leu 

Val 

His 

Lys 


90 





95 


Ala 

Leu 

Ser 

Pro 

Lys 

Phe 

Asn 

Leu 

105 





110 



Ser 

Leu 

lie 

Lys 

Gly 

Gly 

Ala 

Ala 
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115 

<210> 6261 
<211> 3619 
<212> DNA 

<213> Homo sapiens 
<400> 6261 

ntccttgcag gctctgcgtc 
60 

ctcaagtcct tcctctctct 
120 

ggtccgggcc attttccggg 
180 

gacccgccgt cctgctat cc 
240 

cgctgcccac tatggcccgg 
300 

gagctgggag cgacgctcat 
360 

aaaagacttc ctcctgtgaa 
420 

ctacagaatg aaaccagcta 
480 

agtctcctga aggagagaga 
540 

tggttgaatc ataggcaagt 
600 

gtccagacaa gccagatcac 
660 

acccagcagg gctgtggtat 
720 

actggaggag acaaccccaa 
780 

tgtgtaggag atgatggaca 
840 

atggcagtgt ctggctcacg 
900 

ttgaccaaaa gtgatgcgag 
960 

cacaaggcct taaaggacat 
1020 

gctctggcct tcaacaacaa 
1080 

catctctgga aggctgaaaa 
1140 

cgtgagaatg tgtgtctggc 
1200 . 

gctcatgtct ccttcttgga 
1260 

agggagcgag gcagtggaat 
1320 

acagggcagg gctccctgct 
1380 


120 


gggaaagccg ctcattctcg 
ttcctttctt tccgcctatc 
ccgggcgcac taaggtgcgc 
ttcgcttccc ccgccccatg 
aaagtagtta gcaggaagcg 
gggcccgcag tttggctggg 
gagatcctta gtatactact 
ctctcgagtg ttgcatggtt 
gtttcacctt gggaccctta 
ggtgtgtggc acaaaatgca 
caagatcccc attctgaaag 
ccatgccatc gagctgaatzc 
cagtcttgcc atctatcgac 
caaggactgg atcttttcca 
tgatggttct atgggactct 
acacaatgtg tcacgggtcc 
ccccaaagaa gacacaaa cc 
gaacaaggaa ctgggagcag 
tacactatct aagctcctct 
ttatggtagt gaatggtcag 
tccacggcag ccatcataca 
ccggtcagtg agtttctacg 
gttctatgac atccgagctc 


125 


cttccccttc cctttcccgg 
ttttttctgc tgccgctccg 
ggccccgggg cccagtatat 
tggctgcggg gccgcggcgg 
gaaagcgccc gcctcgccgg 
atcactcgct tcacaaaagg 
tgaagaaccg ggaagtcagg 
atgcagcaca gcaacttccc 
ataaagtgtt tgcatctcag 
acacgctatt tgtcgtagat 
accgggagcc tggaggtgtg 
cttctagaac actgctagcc 
tacctacgct ggatcctgtg 
tcgcatggat cagcgacact 
gggaggtgac agatgatgtt 
ctgtgtatgc acacatcact 
ctgacaactg caaggttcgg 
tgtctctgga tggctacttt 
ccaccaaact gccatattgc 
tttatgcagt gggctcccaa 
acgtcaagtc tgtctgttcc 
agcacatcat cactgtggga 
agagatttct ggaagagagg 
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ctctcagctt gttatgggtc 
1440 

ggcaaaggct ggctgaatca 
1500 

ttccccaatg ctgtttacac 
1560 

ggaggtcccc tcccttcagg 
1620 

ctccccaaat gcagagattt 
1680 

ttttttttcc taattgtgtg 
1740 

agtttaggca cttaatagga 
1800 

gttttcccct ttggtaatca 
1860 

acattgttgc taatccctat 
1920 

tcaggctgaa atgacatagt 
1980 

ttataattac atggttgctc 
2040 

gtgtgtgtga gagagagatc 
2100 

actgtgtgtc actgaaatta 
2160 

gaaacaactt tattcacaga 
2220 

taacaacact gataatagga 
2280 

ctttttagtt agattgtagg 
2340 

gccctacctg tcttcccacc 
2400 

cccaccctca catctgctta 
2460 

ggtgcagctc cagaggctac 
2520 

tctccttccc ctcaagacct 
2580 

tgctaagatt cacatccata 
2640 

caatctcccc agtgggtttt 
2700 

ggtgagcagg gggtttatct 
2760 

tactgcagtg ggacttgggg 
2820 

tggtgacagg ctggcctgca 
2880 

taatttgtct gttcctccct 
2940 

agctgactgt gatgtccact 
3000 


caagcccaga ctagcagggg 
tgatgaaacc tggaggaatt 
ccactgctac gactcgtctg 
gctccatgga aactatgctg 
acactaactt ccattctcag 
aggctcttgt gttttagtgg 
agaagctctg tacagaaatc 
aaattttact atcttttatt 
ttttctttaa gtgacacaca 
ctttctcacc cttacttcac 
tcagactttc tgtgaaagtt 
ttgtctgcgt gtgtgtgtgt 
cctggagtga ggattacttg 
gtccagcttt gggactagtc 
agtaaaaaca gaaaggaaaa 
cttcctgggg cctcccatgc 
tgtgtgtccc ccgtgtggga 
gccagtagcc acacccctaa 
aaaaggcttc atgggacttg 
gatctggttt taaggggcct 
gcccccatgg ctttgaggag 
gctattattt tctaaattgg 
gtgtgtagtg agtgcttcat 
ttgaagccac ccctcctact 
gtcagcatca ttgtgcatgt 
tgaactgtct gtttagtctg 
tgttccctga tttttacaca 


agaatctgaa actaaccact 
acttttcaga cattgacttc 
gaacgaaact ctttgtggca 
ggctctggag ttaatgacaa 
tttccttgtt tcttttgatt 
gaacaccaaa gtttgcctat 
tgaaagttgt tttgcttttt 
atttctggct tttcaaccaa 
ttctcctgtc tctggcttct 
tcttgagagg tagggctcct 
tgggagctgt gtgtgtctgt 
gatcttgtgt gcctgtaggt 
taattaaaat atttataaaa 
tgtatcttgt tttttaagtc 
gaaattacca ctgggaaaat 
caggactgca aagtgatcca 
agttggtgtc acttcccctt 
aacatcagac tcaccatcca 
aatccccatc ctagcttctc 
ggagctggga gtctcaagtc 
aatcctctct gccattcttc 
gttaagtcta agaaggtggg 
gtgtggaata ttcattttct 
ctgttggctt agccctgaga 
gacagcatca atgtgattag 
aggtttttaa acttgcaggc 
tcatgtcaaa gataacagct 
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gttcccaccc 

3060 

accagttcct 

ctaagcacat 

actctgcttt 

tctgtcaaca 

tcccattttg 

gggaaaggaa 

3120 

aagtcatatt 

tattcctgca 

ccccagtttt 

ttaacttgtt 

ctcccagttg 

tccccctctt 

3180 

ctctgggtgt 

aagaagggaa 

attggaaaaa 

aaattatata 

tatattctcc 

ttttaatggt 

3240 

ggggggctac 

tggagaggag 

agacagcaag 

tccaccctaa 

cttgttacac 

agcacatacc 

3300 

acaggttctg 

gaattctcat 

cttcgaacct 

agagaaatag 

gtgctataaa 

cagggaatta 

3360 

agcaaaatgc 

tggatgctat 

agatctttta 

attgtcttaa 

ttttttttct 

attattaaac 

3420 

tacaggctgt 

agatttctta 

gttctcacag 

aacttctatc 

attttaaact 

gacttgtata 

3480 

tttaaaaaaa 

aaatcttcag 

taggatgttt 

tgtactattg 

ctagaccctc 

ttctgtaatg 

3540 

ggtaatgcgt 

ttgattgttt 

gagattttct 

gtttttaaaa 

atgtagcact 

tgactttttg 

3600 

aaaaaaaaaa 

ccaaggaaaa 

aaaaaaaaa 

aaataaaaat 

tattccagtg 

caaaaaaaaa 

aaaaaaaaaa 


3619 

<210> 6262 
<211> 431 
<212> PRT 

<213 > Homo sapiens 
<400> 6262 


Met 

Gly 

Pro 

Gin 

Phe 

Gly 

Trp 

Asp 

His 

Ser 

Leu 

His 

Lys 

Arg 

Lys 

Arg 

1 




5 





10 





15 


Leu 

Pro 

Pro 

Val 

Lys 

Arg 

Ser 

Leu 

Val 

Tyr 

Tyr 

Leu 

Lys 

Asn 

Arg 

Glu 




20 




, 

25 





30 



Val 

Arg 

Leu 

Gin 

Asn 

Glu 

Thr 

Ser 

Tyr 

Ser 

Arg 

Val 

Leu 

His 

Gly 

Tyr 



35 





40 





45 




Ala 

Ala 

Gin 

Gin 

Leu 

Pro 

Ser 

Leu 

Leu 

Lys 

Glu 

Arg 

Glu 

Phe 

His 

Leu 


50 





55 





60 





Gly 

Thr 

Leu 

Asn 

Lys 

Val 

Phe 

Ala 

Ser 

Gin 

Trp 

Leu 

Asn 

His 

Arg 

Gin 

65 





70 





75 





80 

Val 

Val 

Cys 

Gly 

Thr 

Lys 

Cys 

Asn 

Thr 

Leu 

Phe 

Val 

val 

Asp 

Val 

Gin 





85 





90 





95 


Thr 

Ser 

Gin 

lie 

Thr 

Lys 

lie 

Pro 

lie 

Leu 

Lys 

Asp 

Arg 

Glu 

Pro 

Gly 




100 





105 





110 



Gly 

Val 

Thr 

Gin 

Gin 

Gly 

Cys 

Gly 

lie 

His 

Ala 

lie 

Glu 

Leu 

Asn 

Pro 



115 





120 





125 




Ser 

Arg 

Thr 

Leu 

Leu 

Ala 

Thr 

Gly 

Gly 

Asp 

Asn 

Pro 

Asn 

Ser 

Leu 

Ala 


130 





135 





140 





He 

Tyr 

Arg 

Leu 

Pro 

Thr 

Leu 

Asp 

Pro 

Val 

Cys Val 

Gly 

Asp 

Asp 

Gly 

145 





150 





155 





160 

His 

Lys 

Asp 

Trp 

lie 

Phe 

Ser 

lie 

Ala 

Trp 

lie 

Ser 

Asp 

Thr 

Met 

Ala 





165 





170 





175 


Val 

Ser 

Gly 

Ser 

Arg 

Asp Gly 

Ser 

Met 

Gly 

Leu 

Trp 

Glu 

Val 

Thr 

Asp 




180 





185 





190 



Asp 

Val 

Leu 

Thr 

Lys 

Ser Asp 

Ala 

Arg 

His 

Asn 

Val 

Ser 

Arg 

Val 

Pro 
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195 200 205 

Val Tyr Ala His He Thr His Lys Ala Leu Lys Asp lie Pro Lys Glu 
210 215 220 

Asp Thr Asn Pro Asp Asn Cys Lys Val Arg Ala Leu Ala Phe Asn Asn 

225 230 235 240 

Lys Asn Lys Glu Leu Gly Ala Val Ser Leu Asp Gly Tyr Phe His Leu 

245 250 255 

Trp Lys Ala Glu Asn Thr Leu Ser Lys Leu Leu Ser Thr Lys Leu Pro 
260 265 270 

Tyr Cys Arg Glu Asn Val Cys Leu Ala Tyr Gly Ser Glu Trp Ser Val 
275 280 285 

Tyr Ala Val Gly Ser Gin Ala His Val Ser Phe Leu Asp Pro Arg Gin 
290 295 300 

Pro Ser Tyr Asn Val Lys Ser Val Cys Ser Arg Glu Arg Gly Ser Gly 

305 310 315 320 

lie Arg Ser Val Ser Phe Tyr Glu His lie lie Thr Val Gly Thr Gly 

325 330 335 

Gin Gly Ser Leu Leu Phe Tyr Asp lie Arg Ala Gin Arg Phe Leu Glu 
340 345 350 

Glu Arg Leu Ser Ala Cys Tyr Gly Ser Lys Pro Arg Leu Ala Gly Glu 
355 360 365 

Asn Leu Lys Leu Thr Thr Gly Lys Gly Trp Leu Asn His Asp Glu Thr 
370 375 ' 380 

Trp Arg Asn Tyr Phe Ser Asp lie Asp Phe Phe Pro Asn Ala Val Tyr 

385 390 395 400 

Thr His Cys Tyr Asp Ser Ser Gly Thr Lys Leu Phe Val Ala Gly Gly 

405 410 415 

Pro Leu Pro Ser Gly Leu His Gly Asn Tyr Ala Gly Leu Trp Ser 
420 425 430 

<210> 6263 

<211> 2508 

<212> DNA 

<213> Homo sapiens 

<400> 6263 

nnggcacgag gcaacctgcc ctcatcctgg cccgcgactg taagaccgga cccacatcca 
60 

gaccaatctt cctgtccggg ctgctgcgac gcgggctccg caggttgcag gcgggcggcc 
120 

ggggcgcctg aaggttaccg agtgcatgag cgcctagcgc ttcccgcgct gccccgcccg 
180 

ctggcccgcc gacccgcccg ccggctcgcc cgccagcccc tcggcgcccg gcggcggcgg 
240 

cggcggtggc ggcgacggtc gcaggaggtg ccgtctgcct cccaggtgcg cgcttcgctc 
300 

ccggagccgc ggaactcggc ggccgccatg gcgtccaaca tggaccggga gatgatcctg 
360 

gcggattttc aggcatgtac tggcattgaa aacattgacg aagctattac attgcttgaa 
420 

caaaataatt gggacttagt ggcagctatc aatggtgtaa taccacagga aaatggcatt 
480 

ctacaaagtg aatatggagg tgagaccata ccaggacctg catttaatcc agcaagtcat 
540 
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ccagcttcag ctcctacttc 
600 

cagattgtag aaaggcaacc 
660 

gttgatgtgg tacttgaaga 
720 

gaacttcaga tacctgtgtc 
780 

gacagtacgg tcctaaaatc 
840 

ccagatttgc caccaccttc 
900 

caaaacttca tgctgatcat 
960 

tcaggaagca gtactattca 
1020 

gttcgccacc aattatggga 
1080 

gctgaatcag ggctctctta 
1140 

gcacagaccc gggaacagtc 
1200 

gatggagatg actttgaaga 
1260 

atggcgtcat ctgccttgag 
1320 

gaaaatgaag gagatgcctt 
1380 

tgccatcctg tattttttat 
1440 

aaagcccgag atagaaagct 
1500 

aacgtgttct gctcacaaat 
1560 

tttataacct gggcttggga 
1620 

tgcaatagac actttggcag 
1680 

tttccgcttt tcctgattat 
1740 

caagggaaca caacagtaga 
1800 

acagcccaac aacaggaaga 
1860 

aagagagagc aagatgaggc 
1920 

gctcacgaga gagagatggc 
1980 

gaggaacgtg aggccatccg 
2040 

gaaaatgctg agcctgtgag 
2100 

cggcgtttcc tggccagcaa 
2160 


ctcttcttct tcagcgtttc 
tcggatgctg gacttcaggg 
cacctgtact gttggagaga 
caaaatgctg ttaaaaggct 
tctacacttg ccaaaaaaca 
atcatctagt catgctggtg 
cacccaccga gaagtccagc 
agaggtaaag agaaatgtgt 
gggctggcca acttctgcta 
tccctgccat cgacttacag 
ggaagaacaa atcaccgatg 
tgctacagaa tttggggtgg 

aaaatctcca atgatttgtt 

\ 

attacaattt acagcagagt 
tggctcatta gaagctgctt 
tcttgctatc tacctccacc 
gctttgtgct gaatccattg 
tctgacaaag gactccaaca 
tgttgtggca caaaccattc 
tatgggaaag cgatcatcta 
tgagttaatg atgagactca 
tataaaggac gaggatgaac 
ctatcgcctt tcacttgagg 
agaacagttt cgtttggagc 
gctgtcctta gagcaagccc 
caaactgcgg atccggaccc 
caagctccag attgtctttg 


gacctgtaat gccatccagg 
ttgaatacag agacagaaat 
ttaaacagat tctagaaaat 
ggaagacggg agatgtggaa 
acagtcttta tgtccttaca 
ccctgcagga gtcattaaat 
gggagtacaa cctgaacttc 
atgaccttac aagtatcccc 
cagacgactc aatgtgtctt 
tgggaagaag atcttcacct 
ttcatatggt tagtgatagc 
atgatggaga agtatttggc 
ttttagtgcc agaaaacgca 
tttcttcaag atatggtgat 
ttcaagaggc cttctatgtg 
atgatgaaag tgtgttaacc 
tttcttatct gagtcaaaat 
gagcaagatt tctcactatg 
ggactcaaaa aacggatcag 
atgaagtgtt gaatgtgata 
tggctgcaat ggagatcttc 
gtgaagccag agaaaatgtg 
ctgacagagc aaagagggaa 
agattcgcaa agaacaagaa 
tgcctcctga gccaaaggaa 
ccagtggcga gttcttggag 
attttgtagc ttccaaagga 
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tttccatggg atgagtacaa gttactgagc acctttccta ggagagacgt aactcaactg 
2220 

gacccaaata aatcattatt ggaggtaaag ttgttccctc aagaaaccct tttccttgaa 
2280 

gcaaaagagt aaacacggcc cagcggtgga accagccatt ccttgacaag ccagcagcct 
2340 

gcgtcaggag aagggctcct cgccaaccca cccacacgct cgtctcactc aattcaatgt 
2400 

cacacttctg cctcttgcaa aattgctgga aaaagtaata ataaatatag ctacttaaga 
2460 

tttcccaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 
2508 

<210> 6264 

<211> 654 

<212> PRT 

<213> Homo sapiens 


<400> 6264 


Met 

Ala 

Ser 

Asn 

Met 

ASp 

Arg 

Glu 

Met 

lie 

Leu 

Ala 

Asp 

Phe 

Gin 

Ala 

l 




5 





10 





15 


Cys 

Thr 

Gly 

He 

Glu 

Asn 

lie 

Asp 

Glu 

Ala 

lie 

Thr 

Leu 

Leu 

Glu 

Gin 



20 





25 





30 



Asn 

Asn 

Trp 

Asp 

Leu 

Val 

Ala 

Ala 

lie 

Asn 

Gly Val 

lie 

Pro 

Gin 

Glu 



35 





40 





45 




Asn Gly 

lie 

Leu 

Gin 

Ser 

Glu 

Tyr 

Gly 

Gly 

Glu 

Thr 

lie 

Pro 

Gly 

Pro 


50 





55 





60 





Ala 

Phe 

Asn 

Pro 

Ala 

Ser 

His 

Pro 

Ala 

Ser 

Ala 

Pro 

Thr 

Ser 

Ser 

Ser 

65 





70 





75 





80 

Ser 

Ser 

Ala 

Phe 

Arg 

Pro 

Val 

Met 

Pro 

Ser 

Arg 

Gin 

He 

Val 

Glu 

Arg 





85 





90 





95 


Gin 

Pro 

Arg 

Met 

Leu 

Asp 

Phe 

Arg 

Val 

Glu 

Tyr Arg 

Asp Arg 

Asn 

Val 




100 





105 





110 



Asp 

Val 

Val 

Leu 

Glu 

Asp 

Thr 

Cys 

Thr 

Val 

Gly Glu 

lie 

Lys 

Gin 

lie 



115 





120 





125 




Leu 

Glu 

Asn 

Glu 

Leu 

Gin 

He 

Pro 

Val 

Ser 

Lys 

Met 

Leu 

Leu 

Lys 

Gly 


130 





135 





140 





Trp Lys 

Thr 

Gly 

Asp 

Val 

Glu 

Asp 

Ser 

Thr 

Val 

Leu 

Lys 

Ser 

Leu 

His 

145 





150 





155 





160 

Leu 

Pro 

Lys 

Asn 

Asn 

Ser 

Leu 

Tyr 

Val 

Leu 

Thr 

Pro 

Asp 

Leu 

Pro 

Pro 





165 





170 





175 


Pro 

Ser 

Ser 

Ser 

Ser 

His 

Ala 

Gly 

Ala 

Leu 

Gin 

Glu 

Ser 

Leu 

Asn 

Gin 




180 





185 





190 



Asn 

Phe 

Met 

Leu 

lie 

lie 

Thr 

His 

Arg 

Glu 

Val 

Gin 

Arg 

Glu 

Tyr 

Asn 


' 

195 





200 





205 




Leu 

Asn 

Phe 

Ser 

Gly 

Ser 

Ser 

Thr 

lie 

Gin 

Glu 

Val 

Lys Arg 

Asn 

Val 


210 





215 





220 





Tyr Asp 

Leu 

Thr 

Ser 

lie 

Pro 

Val 

Arg 

His 

Gin 

Leu 

Trp Glu 

Gly Trp 

225 





230 





235 





240 

Pro 

Thr 

Ser 

Ala 

Thr 

Asp 

Asp 

Ser 

Met 

Cys 

Leu 

Ala 

Glu 

Ser 

Gly Leu 





245 





250 





255 


Ser Tyr 

Pro 

Cys 

His 

Arg 

Leu 

Thr 

Val 

Gly 

Arg Arg 

Ser 

Ser 

Pro 

Ala 




260 





265 





270 



Gin 

Thr 

Arg 

Glu 

Gin 

Ser 

Glu 

Glu 

Gin 

lie 

Thr Asp 

Val 

His 

Met 

Val 
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275 280 285 


Ser 

Asp 

Ser Asp Gly 

Asp Asp 

Phe 

Glu 

Asp Ala 

Thr 

Glu 

Phe 

Gly Val 


290 





295 





300 





Asp 

Asp 

Gly Glu 

Val 

Phe 

Gly 

Met 

Ala 

Ser 

Ser 

Ala 

Leu 

Arg 

Lys 

Ser 

305 




310 





315 





320 

Pro 

Met 

lie 

Cys 

Phe 

Leu 

Val 

Pro 

Glu 

Asn 

Ala 

Glu 

Asn 

Glu Gly Asp 





325 





330 





335 


Ala 

Leu 

Leu 

Gin 

Phe. 

Thr 

Ala 

Glu 

Phe 

Ser 

Ser Arg 

Tyr Gly Asp 

Cys 




340 





345 





350 



His 

Pro 

Val 

Phe 

Phe 

He Gly 

Ser 

Leu 

Glu 

Ala 

Ala 

Phe 

Gin 

Glu 

Ala 



355 





360 





365 




Phe 

Tyr Val 

Lys 

Ala 

Arg 

Asp 

Arg 

Lys 

Leu 

Leu 

Ala 

lie 

Tyr 

Leu 

His 


370 





375 





380 





His 

Asp 

Glu 

Ser 

Val 

Leu 

Thr 

Asn 

Val 

Phe 

Cys 

Ser 

Gin 

Met 

Leu 

Cys 

385 




390 





395 





400 

Ala 

Glu 

Ser 

lie 

Val 

Ser 

Tyr 

Leu 

Ser 

Gin 

Asn 

Phe 

lie 

Thr 

Trp 

Ala 





405 





410 





415 


Trp 

Asp 

Leu 

Thr 

Lys 

Asp 

Ser 

Asn Arg 

Ala 

Arg 

Phe 

Leu 

Thr 

Met 

Cys 




420 





425 





430 



Asn Arg 

His 

Phe Gly 

Ser 

Val 

Val 

Ala 

Gin 

Thr 

lie 

Arg 

Thr 

Gin 

Lys 



435 





440 





445 




Thr 

Asp 

Gin 

Phe 

Pro 

Leu 

Phe 

Leu 

lie 

lie 

Met 

Gly Lys 

Arg 

Ser 

Ser 


450 





455 





460 





Asn 

Glu 

Val 

Leu 

Asn 

Val 

lie 

Gin Gly 

Asn 

Thr 

Thr 

Val 

Asp 

Glu 

Leu 

465 





470 





475 





480 

Met 

Met 

Arg 

Leu 

Met 

Ala 

Ala 

Met 

Glu 

lie 

Phe 

Thr 

Ala 

Gin 

Gin 

Gin 




485 





490 





495 


Glu 

Asp 

lie 

Lys 

Asp 

Glu 

Asp 

Glu Arg 

Glu 

Ala 

Arg 

Glu 

Asn 

Val 

Lys 




500 





505 





510 



Arg 

Glu 

Gin Asp 

Glu 

Ala 

Tyr 

Arg 

Leu 

Ser 

Leu 

Glu 

Ala Asp Arg 

Ala 



515 





520 





525 




Lys 

Arg 

Glu 

Ala 

His 

Glu 

Arg 

Glu 

Met 

Ala 

Glu 

Gin 

Phe 

Arg 

Leu 

Glu 


530 





535 





540 





Gin 

He 

Arg 

Lys 

Glu 

Gin 

Glu 

Glu 

Glu Arg 

Glu 

Ala 

lie 

Arg 

Leu 

Ser 

545 





550 





555 





560 

Leu 

Glu 

Gin 

Ala 

Leu 

Pro 

Pro 

Glu 

Pro 

Lys 

Glu 

Glu Asn 

Ala 

Glu 

Pro 





565 





570 





575 


Val 

Ser 

Lys 

Leu Arg 

lie 

Arg 

Thr 

Pro 

Ser 

Gly Glu 

Phe 

Leu 

Glu Arg 




580 





585 





590 



Arg 

Phe 

Leu 

Ala 

Ser 

Asn Lys 

Leu 

Gin 

lie 

Val 

Phe Asp 

Phe 

Val 

Ala 



595 





600 





605 




Ser 

Lys 

Gly Phe 

Pro 

Trp Asp 

Glu Tyr 

Lys 

Leu 

Leu 

Ser 

Thr 

Phe 

Pro 


610 





615 





620 





Arg Arg 

Asp Val 

Thr 

Gin 

Leu 

Asp 

Pro 

Asn 

Lys 

Ser 

Leu 

Leu 

Glu 

Val 

625 





630 





635 





640 

Lys 

Leu 

Phe 

Pro 

Gin 

Glu 

Thr 

Leu 

Phe 

Leu 

Glu 

Ala 

Lys 

Glu 




645 650 


<210> 6265 

<2ll> 1344 

<212 > DNA 

<213 > Homo sapiens 

<400> 6265 
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nnagcacttc cagcctctca ccgacccgga caacaaggtc ttaacccata tttaactttg 
60 

aacacctctg gtagtggaac aattcttata gatctgtctc ctgatgataa agagtttcag 
120 

tctgtggagg aagagatgca aagtacagtt cgagagcaca gagatggagg tcatgcaggt 
180 

ggaatcttca acagatacaa tattctcaag attcagaagg tttgtaacaa gaaactatgg 
240 

gaaagataca ctcaccggag aaaagaagtt tctgaagaaa accacaacca tgccaatgaa 
300 

cgaatgctat ttcatgggtc tccttttgtg aatgcaatta tccacaaagg ctttgatgaa 
360 

aggcatgcgt acataggtgg tatgtttgga gctggcattt attttgctga aaactcttcc 
420 

aaaagcaatc aatatgtata tggaattgga ggaggtactg ggtgtccagt tcacaaagac 
480 

agatcttgtt acatttgcca caggcagctg ctcttttgcc gggtaacctt gggaaagtct 
540 

ttcctgcagt tcagtgcaat gaaaatggca cattctcctc caggtcatca ctcagtcact 
600 

ggtaggccca gtgtaaatgg cctagcatta gctgaatatg ttatttacag aggagaacag 
660 

gcttatcctg agtatttaat tacttaccag attatgaggc ctgaaggtat ggtcgatgga 
720 

taaatagtta ttttaagaaa ctaattccac tgaacctaaa atcatcaaag cagcagtggc 
780 

ctctacgttt tactcctttg ctgaaaaaaa atcatcttgc ccacaggcct gtggcaaaag 
840 

gataaaaatg tgaacgaagt ttaacattct gacttgataa agctttaata atgtacagtg 
900 

ttttctaaat atttcctgtt ttttcagcac tttaacagat gccattccag gttaaactgg 
960 

gttgtctgta ctaaattata aacagagtta acttgaacct tttatatgtt atgcattgat 
1020 

tctaacaaac tgtaatgccc tcaacagaac taattttact aatacaatac tgtgttcttt 
1080 

aaaacacagc atttacactg aatacaattt catttgtaaa actgtaaata agagcttttg 
1140 

. tactagccca gtatttattt acattgcttt gtaatataaa tctgttttag aactgcagcg 
1200 

gtttacaaaa ttttttcata tgtattgttc atctatactt catcttacat cgtcatgatt 
1260 

gagtgatctt tacatttgat tccagaggct atgttcagtt gttagttggg aaagattgag 
1320 

ttatcagatt taatttgccg atgg 
1344 

<210> 6266 

<211> 240 

<212 > PRT 

<213 > Homo sapiens 

<400> 6266 

Xaa Ala Leu Pro Ala Ser His Arg Pro Gly Gin Gin Gly Leu Asn Pro 
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1 



5 





10 





15 


Tyr Leu 

Thr 

Leu 

Asn 

Thr 

Ser 

Gly 

Ser 

Gly 

Thr 

lie 

Leu 

lie 

Asp 

Leu 


20 





25 





30 



Ser Pro 

Asp 

Asp 

Lys 

Glu 

Phe 

Gin 

Ser 

Val 

Glu 

Glu 

Glu 

Met 

Gin 

Ser 


35 





40 





45 




Thr Val 

Arg 

Glu 

His 

Arg 

Asp 

Gly 

Gly 

His 

Ala 

Gly 

Gly 

lie 

Phe 

Asn 

50 





55 





60 





Arg Tyr 

Asn 

lie 

Leu 

Lys 

lie 

Gin 

Lys 

Val 

Cys 

Asn 

Lys 

Lys 

Leu 

Trp 

65 




70 





75 





80 

Glu Arg 

Tyr 

Thr 

His 

Arg 

Arg 

Lys 

Glu 

Val 

Ser 

Glu 

Glu 

Asn 

His 

Asn 




85 





90 





95 


His Ala 

Asn 

Glu 

Arg 

Met 

Leu 

Phe 

His 

Gly 

Ser 

Pro 

Phe 

Val 

Asn 

Ala 



100 





105 





110 



He lie 

His 

Lys 

Gly 

Phe 

Asp 

Glu 

Arg 

His 

Ala 

Tyr 

lie 

Gly Gly 

Met 


115 





120 





125 




Phe Gly 

Ala 

Gly 

lie 

Tyr 

Phe 

Ala 

Glu 

Asn 

Ser 

Ser 

Lys 

Ser 

Asn 

Gin 

130 





135 





140 





Tyr Val 

Tyr 

Gly 

lie 

Gly 

Gly 

Gly 

Thr 

Gly 

Cys 

Pro 

Val 

His 

Lys 

Asp 

145 




150 





155 





160 

Arg Ser 

Cys 

Tyr 

lie 

Cys 

His 

Arg 

Gin 

Leu 

Leu 

Phe 

Cys 

Arg 

Val 

Thr 




165 





170 





175 


Leu Gly 

Lys 

Ser 

Phe 

Leu 

Gin 

Phe 

Ser 

Ala 

Met 

Lys 

Met 

Ala 

His 

Ser 



180 





185 





190 



Pro Pro 

Gly 

His 

His 

Ser 

Val 

Thr 

Gly 

Arg 

Pro 

Ser 

Val 

Asn Gly 

Leu 


195 





200 





205 




Ala Leu 

Ala 

Glu 

Tyr 

Val 

lie 

Tyr 

Arg 

Gly 

Glu 

Gin 

Ala 

Tyr 

Pro 

Glu 

210 





215 





220 





Tyr Leu 

lie 

Thr 

Tyr 

Gin 

lie 

Met 

Arg 

Pro 

Glu 

Gly 

Met 

Val 

Asp 

Gly 

225 




230 





235 





240 


<210> 6267 
<211> 328 
<212> DNA 

<213 > Homo sapiens 
<400> 6267 

gggccctccg gttttctcag ccctggtggg tgaggttggt ggccagggcc tgggccaatc 
60 

gggagagggg agggctaagc agagtgggga tgcccggcag tgacccagcc tctctcccca 
120 

gatgagcctt tcctgcagtt ccgaaggaac gtgttcttcc caaagcggcg ggagctccag 
180 

atccatgacg aggaggtcct gcggctgctc tatgaggagg ccaagggcaa cgtgctggct 
240 

gcacggtacc cgtgcgacgt ggaggactgc gaggctctgg gcgccctggt gtgccgcgtg 
300 

cagcttgggc cctaccagcc cggccggc 
328 

<210> 6268 
<211> 83 
<212 > PRT 

<213> Homo sapiens 
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<400> 6268 

Ala Glu Trp Gly Cys Pro Ala Val Thr Gin Pro Leu Ser Pro Asp Glu 

1 5 ' 10 15 

Pro Phe Leu Gin Phe Arg Arg Asn Val Phe Phe Pro Lys Arg Arg Glu 

20 25 30 

Leu Gin lie His Asp Glu Glu Val Leu Arg Leu Leu Tyr Glu Glu Ala 
35 40 45 

Lys Gly Ash Val Leu Ala Ala Arg Tyr Pro Cys Asp Val Glu Asp Cys 
50 55 60 

Glu Ala Leu Gly Ala Leu Val Cys Arg Val Gin Leu Gly Pro Tyr Gin 

65 70 75 80 

Pro Gly Arg 


<210> 6269 
<211> 923 
<212> DNA 

<213> Homo sapiens 
<4 00> 6269 

nggcggaaga tggcgacgcc cctcgggtgg tcgaaggcgg ggtcaggatc tgtgtgtctc 
60 

gctttagatc aactgcggga cgtgattgag tctcaggagg aactaatcca ccagctgagg 
120 

aacgtgatgg ttctccagga cgaaaatttt gtcagtaaag aagagttcca ggcagtggag 
180 

aagaagctgg tggaagagaa agctgcccat gccaaaacca aggtcctcct ggccaaggaa 
240 

gaggagaagt tacagtttgc cctcggagag gtagaggtgc tatccaagca gctggagaaa 
300 

gagaagctgg cctttgaaaa agcgctctcc agtgtcaaga gcaaagtcct tcaggagtcc 
360 

agcaagaagg accagctcat caccaagtgc aatgagattg agtctcacat tataaagcaa 
420 

gaagatatac ttaatggcaa agagaatgag attaaagagt tgcagcaagt tatcagccag 
480 

cagaaacaga tcttcagccc accaccagcc ggctccgttg caggaatcac atgtctgact 
540 

tccggatcca gaagcagcag gaaagctaca tggcccaggt gctggaccag aagcataaga 
600 

aagcctcagg gacacgtcag gcccgcagcc accagcatcc cagggaaaaa taaaatggcc 
660 

gccgctttcc tgttctctgg ctgtaatccc cagcctctgc cttctctgct ctgggagtcc 
720 

ccagcctcta gcccctgcta cttccctccc tcttggatag tggtaggggt ccacaaggtg 
780 

ggggcttgta gcctagggga ggagctgggt ctttgttgtc tggtaggcac caccgcttcc 
840 

tttgggtatt taatcccttc ctatataaac agccctggtt acccagtaat attccacccc 
900 

actcccagtg tcctggtaaa ttt 
923 

<210> 6270 
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<211> 307 
<212> PRT 

<213 > Homo sapiens 
<4 00> 6270 

Xaa Arg Lys Met Ala Thr Pro Leu Gly Trp Ser Lys Ala Gly Ser Gly 
15 10 15 

Ser Val Cys Leu Ala Leu Asp Gin Leu Arg Asp Val lie Glu Ser Gin 
20 25 30 

Glu Glu Leu lie His Gin Leu Arg Asn Val Met Val Leu Gin Asp Glu 
35 40 45 

Asn Phe Val Ser Lys Glu Glu Phe Gin Ala Val Glu Lys Lys Leu Val 
50 55 60 

Glu Glu Lys Ala Ala His Ala Lys Thr Lys Val Leu Leu Ala Lys Glu 

65 70 75 80 

Glu Glu Lys Leu Gin Phe Ala Leu Gly Glu Val Glu Val Leu Ser Lys 

85 90 95 

Gin Leu Glu Lys Glu Lys Leu Ala Phe Glu Lys Ala Leu Ser Ser Val 
100 105 110 

Lys Ser Lys Val Leu Gin Glu Ser Ser Lys Lys Asp Gin Leu lie Thr 
115 120 125 

Lys Cys Asn Glu lie Glu Ser His lie lie Lys Gin Glu Asp lie Leu 
130 135 140 

Asn Gly Lys Glu Asn Glu He Lys Glu Leu Gin Gin Val lie Ser Gin 

145 150 155 160 

Gin Lys Gin lie Phe Ser Pro Pro Pro Ala Gly Ser Val Ala Gly lie 

165 170 175 

Thr Cys Leu Thr Ser Gly Ser Arg Ser Ser Arg Lys Ala Thr Trp Pro 
180 185 190 

Arg Cys Trp Thr Arg Ser lie Arg Lys Pro Gin Gly His Val Arg Pro 
195 200 205 

Ala Ala Thr Ser lie Pro Gly Lys Asn Lys Met Ala Ala Ala Phe Leu 
210 215 220 

Phe Ser Gly Cys Asn Pro Gin Pro Leu Pro Ser Leu Leu Trp Glu Ser 

225 230 235 240 

Pro Ala Ser Ser Pro Cys Tyr Phe Pro Pro Ser Trp lie Val Val Gly 

245 250 255 

Val His Lys Val Gly Ala Cys Ser Leu Gly Glu Glu Leu Gly Leu Cys 
260 265 270 

Cys Leu Val Gly Thr Thr Ala Ser Phe Gly Tyr Leu lie Pro Ser Tyr 
275 280 285 

lie Asn Ser Pro Gly Tyr Pro Val lie Phe His Pro Thr Pro Ser Val 
290 295 300 

Leu Val Asn 
305 

<210> 6271 . 

<211> 1437 

<212> DNA 

<213> Homo sapiens 

<400> 6271 

nccatggcga cgggcggcca gcagaaggag aacacgctgc ttcacctctt cgccggcggg 
60 
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tgtggaggca cagttggtgc tattttcact 
120 

cagtcttcaa gattagctct ccggacagtc 
180 

agtggagctg gaatggtgag accaacatcc 
240 

gctgtatact ttgcatgtta ctccaaagcc 
300 

aacagcaata ttgtgcatct tttctcagct 
360 

atgaatccta tatggatggt taaaacccga 
420 

aagcagatga atacactcca gtgtgctcgt 
480 

ttctatagag gattaactgc ctcgtatgct 
540 

atttatgaaa gtttaaagaa gtatctgaaa 
600 

actgagaaaa attccacaag tttttttgga 
660 

tgtgcctcct gcattgctta tccacacgaa 
720 

accaagtaca agtcttttgt ccagacggcg 
780 

gccttttata gaggactgtt tgcccagctt 
840 

ttgtctactt atgagttaat tgtgtacctg 
900 

aaattgtgct ctagaagaat aaaactgaaa 
960 

gtttagaaag tttgagactg aaacaggaaa 
1020 

ttggacattt ccttttggat tcatgctttc 
1080 

ttaattataa cttttttttt aacttaagag 
1140 

tcatgctatt taatttaagt atacatttgg 
1200 

tgaaggactt aagtaattca gataaacctg 
1260 

gagaatacaa cttgttttat aatctgactt 
1320 

gtgtcgcatt ttggctgggc actgtggctc 
1380 

gaggtgggtg gatcacaagg tcaggagatc 
1437 

<210> 6272 

<211 > 296 

<212> PRT 

<213 > Homo sapiens 

<400> 6272 

Xaa Met Ala Thr Gly Gly Gin Gin 


tgtccactag aagtcattaa gacacggttg 
tactatcctc aggttcatct ggggaccatt 
gtgacacctg gactctttca ggttctgaag 
aaagagcaat ttaatggcat tttcgtgcct 
ggctctgcag cttttatcac aaattcctta 
atgcagctag aacagaaagt gaggggctct 
tacgtttacc agaccgaagg cattcgtggc 
ggaatttccg aaactataat ctgctttgct 
gaagctccat tagcctcttc tgcaaatggg 
cttatggcag ctgctgctct ttctaagggc 
gtcataagga cgaggctccg ggaagagggc 
cgcctggtgt tccgggaaga aggctacctt 
atccggcaga tcccaaatac tgccattgtg 
ttagaagacc gtactcagta acaggccgga 
aactctagag aatttttttt ccccattgat 
ggccataaaa tatctggttc atatcacctg 
tggaaggttt aaattcatta acgttaatag 
gattcagggt taagcaccaa ctaaattaaa 
cttgtgtcct cttttatgct cactatacta 
ccctagaact gcagagaaaa atgataaagt 
taagatcttg cactgctaga cagggaagaa 
acgcctgtaa tcccagcact ttgggaggcc 
gagaccatcc tggctaacca cctgcag 


Lys Glu Asn Thr Leu Leu His Leu 
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1 




5 





10 





15 


Phe 

Ala 

Gly 

Gly Cys 

Gly 

Gly 

Thr 

Val 

Gly 

Ala 

lie 

Phe 

Thr Cys 

Pro 




20 





25 





30 



Leu 

Glu 

Val 

lie 

Lys 

Thr 

Arg 

Leu 

Gin 

Ser 

Ser 

Arg 

Leu 

Ala 

Leu 

Arg 



35 





40 





45 




Thr 

Val 

Tyr 

Tyr 

Pro 

Gin 

Val 

His 

Leu 

Gly 

Thr 

lie 

Ser 

Gly Ala 

Gly 


50 





55 





60 





Met 

Val 

Arg 

Pro 

Thr 

Ser 

Val 

Thr 

Pro 

Gly 

Leu 

Phe 

Gin 

Val 

Leu 

Lys 

65 





70 





75 





80 

Ala 

Val 

Tyr 

Phe 

Ala 

Cys 

Tyr 

Ser 

Lys 

Ala 

Lys 

Glu 

Gin 

Phe 

Asn 

Gly 





85 





90 





95 


lie 

Phe 

Val 

Pro 

Asn 

Ser 

Asn 

lie 

Val 

His 

Leu 

Phe 

Ser 

Ala Gly 

Ser 




100 





105 





110 



Ala 

Ala 

Phe 

lie 

Thr 

Asn 

Ser 

Leu 

Met 

Asn 

Pro 

lie 

Trp 

Met 

Val 

Lys 



115 





120 





125 




Thr Arg 

Met 

Gin 

Leu 

Glu 

Gin 

Lys 

Val 

Arg 

Gly 

Ser 

Lys 

Gin 

Met 

Asn 


130 





135 





140 





Thr 

Leu 

Gin 

Cys 

Ala 

Arg 

Tyr 

Val 

Tyr 

Gin 

Thr 

Glu 

Gly 

lie 

Arg 

Gly 

145 





150 





155 





160 

Phe 

Tyr Arg 

Gly Leu 

Thr 

Ala 

Ser 

Tyr 

Ala 

Gly 

lie 

Ser 

Glu 

Thr 

lie 





165 





170 





175 


He 

Cys 

Phe 

Ala 

lie 

Tyr 

Glu 

Ser 

Leu 

Lys 

Lys 

Tyr 

Leu 

Lys 

Glu 

Ala 




180 





185 





190 



Pro 

Leu 

Ala 

Ser 

Ser 

Ala 

Asn 

Gly 

Thr 

Glu 

Lys 

Asn 

Ser 

Thr 

Ser 

Phe 



195 





200 





205 




Phe 

Gly Leu 

Met 

Ala 

Ala 

Ala 

Ala 

Leu 

Ser 

Lys 

Gly 

Cys 

Ala 

Ser 

Cys 


210 





215 





220 





lie 

Ala 

Tyr 

Pro 

His 

Glu 

Val 

lie 

Arg 

Thr 

Arg 

Leu 

Arg 

Glu 

Glu 

Gly 

225 





230 





235 





240 

Thr 

Lys 

Tyr 

Lys 

Ser 

Phe 

Val 

Gin 

Thr 

Ala 

Arg 

Leu 

Val 

Phe 

Arg 

Glu 





245 





250 





255 


Glu Gly Tyr 

Leu 

Ala 

Phe 

Tyr 

Arg 

Gly 

Leu 

Phe 

Ala 

Gin 

Leu 

lie 

Arg 




260 





265 





270 



Gin 

lie 

Pro 

Asn 

Thr 

Ala 

lie 

Val 

Leu 

Ser 

Thr 

Tyr 

Glu 

Leu 

lie 

Val 



275 





280 





285 




Tyr 

Leu 

Leu 

Glu Asp 

Arg 

Thr 

Gin 










290 





295 











<210> 6273 
<211> 2355 
<212 > DNA 

<213 > Homo sapiens 
<400> 6273 

ncgaggatca ttgcagaggc cctgactcga gtcatctaca acctgacaga gaaggggaca 
60 

ccccagacat gccggtgttc acagagcaga tgatccagca ggagcagctg gactcggtga 
120 

tggactggct caccaaccag ccgcggccgg cagctggtgg acaaggacag caccttcctc 
180 

agcacgctgg agcaccacct gagccgctac ctgaaggacg tgaagcagca ccacgtcaag 
240 

gctgacaagc gggacccaga gtttgtcttc tacgaccagc tgaagcaagt gatgaatgcg 
300 
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tacagagtca 

360 

ggcatggcct 

420 

tacaagaccg 

480 

agccggagcc 

540 

ccgccgcggg 

600 

ctgaattaca 

660 

tccttgtctt 

720 

acttgcggac 
78 0 

atgcacgatt 

840 

ccgcctcctg 

900 

tcctaggacg 

960 

ccttcttgcc 

1020 

agccttttgt 

1080 

tgcatcaccc 

1140 

tgcttcgtgg 

1200 

gttcccctgc 

1260 

agcccagctc 

1320 

agccagtgcc 

1380 

acggccagtt 

1440 

ggcccgggga 

1500 

tcaatagaaa 

1560 

aggacttggg 

1620 

ctcgggaagc 

1680 

gagaaggagg 

1740 

acctacccag 

1800 

ggcctggcac 

1860 

acctgggccg 

1920 


agccggccgt 

acgtggctgt 

tccagaggct 

cccgccgctc 

cggccctgca 

gagctttttt 

tgaacttcct 

gagcccccca 

aaagaggaga 

ccgcaagggg 

tcccctcccg 

tggaggaggg 

tccccatgtg 

agccttcccc 

gggcctggca 

actcctcttc 

ccagggccgt 

tggtgtttcc 

ggtcctccct 

ggccttgtgg 

ggatgtgttc 

gcatggctct 

cttggacaga 

cccgtgttga 

tgcgtgccga 

ccgcagccgt 

gcccatggga 


ctttgacctg 

ccaggtgagc 

gctcgtgaag 

cacagtccct 

gggacagggg 

ctgttgctct 

tggaggagag 

gtcctgggag 

cgccgggacc 

cctggactgc 

ctccccgatg 

cagtgccagc 

gtctcagtga 

ttctccgact 

ggcctgnncc 

tcccagccca 

cacctgcttg 

tgggctcggt 

ggggaactgg 

ctcctcccct 

ggggtggggg 

ggggcaccct 

accctccacc 

gctcagggag 

gcaggcttgg 

ctcccttccg 

gcctggggtt 


ctcctggctg 

agtgcccagg 

gccaagacac 

ggggccgagc 

ccctctccct 

ccgagactgg 

cttgggagac 

ccggccgccc 

ccctgcccga 

aggcctgacc 

gtggcgtgga 

cctggggttc 

cccgtccccc 

gcagggtctg 

tccccgaccc 

tccctccggc 

gccctggcca 

actgggcccc 

gtgcgggtgg 

cgctcctcgc 

cgtcaggtga 

tcctggaact 

ccgcagacca 

accccggtgt 

tggggaaggg 

tggcccaggg 

ctgtccagat 


ttggcattgc 

ctcagcactt 

agtgacacag 

acgagtgagt 

ccccggcggt 

ggggggattg 

gtcccggggc 

tcggtctggt 

tcgcgcgcgg 

tgctccctgc 

catggttatt 

tgggattcca 

tgacagtggg 

atgtcatcgt 

ccgacccact 

ccctgtgcct 

gctccctgcc 

caggcnatcc 

agtactggga 

cctgggcctc 

gaacgtttgc 

cagagaggaa 

ggcgtcgtgt 

gtccgttctt 

acttgagctg 

aggtgtttgc 

aggaccaggg 


tgcctacctc 

cagcctcctc 

ccacccccac 

ggacactgcc 

ggttggaaca 

tttcttcttt 

caggctacgg 

gtaagcacac 

cctccgccca 

tccgtgtctg 

tatctctgct 

gccctcctgg 

ctcggggagc 

tgacagcctt 

gcaaaccccc 

ctgcggcccc 

ctgagtcctg 

agggctttgc 

ggcaggaggt 

aagttcctca 

tgggaaggag 

ggtccgggcc 

gtgtgtggga 

tagcaatata 

ggcaagtcct 

tgtccgaagg 

ggtctcactt 
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tggccaccag ttcttcggcc agcacctctg ccctccagaa cctgcagcct ggaggggtga 
1980 

ggggacaacc acccctcttt cctccaggtt ggcaggggac cctcttctcc cgtctgccct 
2040 

gcgggttgcc cgcctcctcc agagacttgc ccaagggccc atcaccactg gcctctgggc 
2100 

acttgtgctg agactctggg acccaggcag ctgccacctt gtcaccatga gagaatttgg 
2160 

ggagtgcttg catgctagcc agcaggctcc tgtctgggtg ccacggggcc agcattttgg 
2220 

agggagcttc cttccttcct tcctggacag gtcgtcagga tggatgcact gactgaccgt 
2280 

ctggggctca ggctggtgtg ggatgcagcc ggccgatgag aaaataaagc catattgaat 
2340 

gatcaaaaaa aaaaa 
2355 

<210> 6274 
<211> 70 
<212 > PRT 

<213 > Homo sapiens 
<400> 6274 

Asp Pro Glu Phe Val Phe Tyr Asp Gin Leu Lys Gin Val Met Asn Ala 
1 5 10 15 

Tyr Arg Val Lys Pro Ala Val Phe Asp Leu Leu Leu Ala Val Gly lie 
20 25 30 

Ala Ala Tyr Leu Gly Met Ala Tyr Val Ala Val Gin Val Ser Ser Ala 
35 40 45 

Gin Ala Gin His Phe Ser Leu Leu Tyr Lys Thr Val Gin Arg Leu Leu 
50 55 60 

Val Lys Ala Lys Thr Gin 
65 70 

<210> 6275 

<211> 1534 

<212 > DNA 

<213 > Homo sapiens 

<400> 6275 

gggcggtagc gacaggccag agctgcggcc tgagcagcca gcgtccggca tgaaggtctg 
60 

gggtctggct gctgcctgct tcttgctcca gcaccatgga atgcctgcgc agtttaccct 
120 

gcctcctgcc ccgcgcgatg agacttcccc ggcggacgct gtgtgccctg gccttggacg 
180 

tgacctctgt gggtcctccc gttgctgcct gcggccgccg agccaacctg attggaagga 
240 

gccgagcggc gcagctttgc gggcccgacc ggctccgcgt ggcaggtgaa gtgcaccggt 
300 

ttagaacctc tgacgtctct caagccactt tagccagtgt agccccagta tttactgtga 
360 

caaaatttga caaacaggga aacgttactt cttttgaaag gaagaaaact gaattatacc 
420 
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aagagttagg 

480 

tcttcaagcc 

agagatttga 

gatttcagca 

tgtaatgagt 

atcacagtca 

gaaacaatag 

540 

gattatcatg 

agaatggagt 

atttgaaagc 

tgtgataact 

ccagagtgtc 

ttctgatatt 

600 

agattatcgt 

aatttaaact 

tagagcaatg 

gctgttccgg 

gaactccctt 

cacagttgtc 

660 

tggagagggt 

caactcgtta 

catacccttt 

accttttgag 

tttagagcta 

tagaagcact 

720 

cctgcaatat 

tggatcatgt 

tgttatctag 

atcaacaccc 

ttcaggggaa 

acttagcatt 

780 

ttgcagccac 

tgatccttga 

gaccttggat 

gctttggtgg 

accccaaaca 

ttcttctgta 

640 

gacagaagca 

aactgcacat 

tttactacag 

aatggcaaaa 

gtctatcaga 

gttagaaaca 

900 

gatattaaaa 

ttttcaaaga 

gtcaattttg 

gagatcttgg 

atgaggaaga 

gttgctagaa 

960 

gagctctgtg 

tatcaaaatg 

ggagtgaccc 

acaagtcttt 

gnaaaagagc 

agtgctggga 

1020 

ttgaccatgc 

agaagaaatg 

gagttgctgt 

tggaaaacta 

ctaccgattg 

gctgacgatc 

1080 

tctccaatgc 

agctcgtgag 

cttagggtgc 

tgattgatga 

ttcacaaagt 

attattttca 

1140 

ttaatctgga 

cagccaccga 

aacgtgatga 

ttaggttgaa 

tctacagctg 

accatgggaa 

1200 

ccttctctct 

ttcgctcttt 

ggactaatgg 

gagttgcttt 

tggaatgaat 

ttggaatctt 

1260 

cccttgaaga 

ggaccataga 

attttttggc 

tgattacagg 

aattatgttc 

atgggaagtg 

1320 

gcctcatctg 

gaggcgcctg 

ctttcattcc 

ttggacgaca 

gctagaagct 

ccattgcctc 

1380 

ctatgatggc 

ttctttacct 

aaaaagactc 

ttctggcaga 

tagaagcatg 

gaattgaaaa 

1440 

atagcctcag 

actggatgga 

cttggatcag 

gaaggagcat 

cctaacaaac 

cgttaggaac 

1500 

atactctttt 

agccccgtgg 

tattattttc 

atactgaagt 

ttgtatagag 

tttttttatg 

tcag 

gtagttacag 

gaaacttctg 


1534 

<210> 6276 
<211> 172 
<212> PRT 

<213> Homo sapiens 


<400> 6276 


Met 

Gly 

Val 

Thr 

His 

Lys 

Ser 

Leu 

Xaa 

Lys 

Ser 

Ser 

Ala 

Gly 

lie 

Asp 

1 




5 





10 





15 


His 

Ala 

Glu 

Glu 

Met 

Glu 

Leu 

Leu 

Leu 

Glu 

Asn 

Tyr 

Tyr 

Arg 

Leu 

Ala 




20 





25 





30 



Asp Asp 

Leu 

Ser 

Asn 

Ala 

Ala 

Arg 

Glu 

Leu Arg 

Val 

Leu 

lie 

Asp 

Asp 



35 





40 





45 




Ser 

Gin 

Ser 

He 

lie 

Phe 

lie 

Asn 

Leu 

Asp 

Ser 

His 

Arg 

Asn 

Val 

Met 


50 





55 





60 





lie 

Arg 

Leu 

Asn 

Leu 

Gin 

Leu 

Thr 

Met 

Gly Thr 

Phe 

Ser 

Leu 

Ser 

Leu 
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65 70 75 80 

Phe Gly Leu Met Gly Val Ala Phe Gly Met Asn Leu Glu Ser Ser Leu 

85 90 95 

Glu Glu Asp His Arg lie Phe Trp Leu lie Thr Gly He Met Phe Met 
100 105 110 

Gly Ser Gly Leu lie Trp Arg Arg Leu Leu Ser Phe Leu Gly Arg Gin 
115 120 125 

Leu Glu Ala Pro Leu Pro Pro Met Met Ala Ser Leu Pro Lys Lys Thr 
130 135 140 

Leu Leu Ala Asp Arg Ser Met Glu Leu Lys Asn Ser Leu Arg Leu Asp 

145 150 155 160 

Gly Leu Gly Ser Gly Arg Ser lie Leu Thr Asn Arg 

165 170 

<210 > 6277 

<211> 1206 

<212 > DNA 

<213 > Homo sapiens 

<400> 6277 

gctagcatgg cggtgatgga aggagacttg gtgaagaagg aaagctttgg tgtgaagctt 
60 

atggacttcc aggcccaccg gcggggtggc actctaaata gaaagcacat atcccccgct 
120 

ttccagccgc cacttccgcc cacagatggc agcaccgtgg tgcccgctgg cccagagccc 
180 

cctccccaga gctctagggc tgaaagcagc tctgggggtg ggactgtccc ctcttccgcg 
240 

ggcatactgg agcaggggcc gagcccaggc gacggcagtc ctcccaaacc gaaggaccct 
300 

gtatctgcag ctgtgccagc accangggag aaacaacagt cagatagcat ctggccaaaa 
360 

tcagccccag gcagctgctg gctcccacca gctctccatg ggccacctca caatgctgca 
420 

gggcccagcc cgcatacact gcgccgagct gttaaaaaac ccgctccagc acccccgaaa 
480 

ccgggcaacc cacctcctgg ccaccccggg ggccagagtt cttcaggaac atctcagcat 
540 

ccacccagtc tgtcaccaaa gccacccacc cgaagcccct ctcctccacc cagcacacgg 
600 

gccagcctcc aggccagccc tccgccccct cccagctctc agcaccccgg aggtactcca 
660 

ngcagcttgt ctccaatcca agctcccaat cacccaccgc cgcagcccco tacgcaggcc 
720 

acgccactga tgcacaccaa acccaatagc cagggccctc ccaaccccat ggcattgccc 
780 

agtgagcatg gacttgagca gccatctcac acccctcccc agactccaac gccccccagt 
840 

actccgcccc taggaaaaca gaaccccagt ctgccagctc ctcagaccct ggcagggggt 
900 

aaccctgaaa ctgcacagcc acatgctgga accttaccga gaccgagacc agtaccaaag 
960 

ccaaggaacc ggcccagcgt gcccccaccc ccccaacctc ctggtgtcca ctcagctggg 
1020 
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gacagcagcc tcaccaacac agcaccaaca gcttccaaga tagtaacaga ctccaattcc 
1080 

agggtttcag aaccgcatcg cagcatcttt cctgaaatgc actcagactc agccagcaaa 
1140 

gacgtgcctg gccgcatcct gctggatata gacaatgata ccgagagcac tgccctgtga 
1200 
agaaag 
1206 

<210> 6278 
<211> 399 
<212> PRT 

<213 > Homo sapiens 


<400> 6278 


Ala 

Ser 

Met 

Ala 

Val 

Met 

Glu 

Gly 

Asp 

Leu 

Val Lys 

Lys 

Glu 

Ser 

Phe 

l 




5 





10 




15 


Gly Val 

Lys 

Leu 

Met 

Asp 

Phe 

Gin 

Ala 

His 

Arg Arg 

Gly 

Gly 

Thr 

Leu 




20 





25 




30 



Asn 

Arg 

Lys 

His 

He 

Ser 

Pro 

Ala 

Phe 

Gin 

Pro Pro 

Leu 

Pro 

Pro 

Thr 



35 





40 




45 




Asp Gly 

Ser 

Thr 

Val 

Val 

Pro 

Ala 

Gly 

Pro 

Glu Pro 

Pro 

Pro 

Gin 

Ser 


50 





55 




60 





Ser 

Arg 

Ala 

Glu 

Ser 

Ser 

Ser 

Gly 

Gly 

Gly 

Thr Val 

Pro 

Ser 

Ser 

Ala 

65 





70 





75 




80 

Gly He 

Leu 

Glu 

Gin 

Gly 

Pro 

Ser 

Pro 

Gly 

Asp Gly 

Ser 

Pro 

Pro 

Lys 





85 





90 




95 


Pro 

Lys 

Asp 

Pro 

Val 

Ser 

Ala 

Ala 

Val 

Pro 

Ala Pro 

Xaa 

Glu 

Lys 

Gin 




100 





105 




110 



Gin 

Ser 

Asp 

Ser 

lie 

Trp 

Pro 

Lys 

Ser 

Ala 

Pro Gly 

Ser 

Cys 

Trp 

Leu 



115 





120 




125 




Pro 

Pro 

Ala 

Leu 

His 

Gly 

Pro 

Pro 

His 

Asn 

Ala Ala 

Gly 

Pro 

Ser 

Pro 


130 





135 




140 





His 

Thr 

Leu 

Arg 

Arg 

Ala 

Val 

Lys 

Lys 

Pro 

Ala Pro 

Ala 

Pro 

Pro 

Lys 

145 





150 





3.55 




160 

Pro Gly 

Asn 

Pro 

Pro 

Pro 

Gly 

His 

Pro 

Gly 

Gly Gin 

Ser 

Ser 

Ser Gly 





165 





170 




175 


Thr 

Ser 

Gin 

His 

Pro 

Pro 

Ser 

Leu 

Ser 

Pro 

Lys Pro 

Pro 

Thr 

Arg 

Ser 




180 





185 




190 



Pro 

Ser 

Pro 

Pro 

Pro 

Ser 

Thr 

Arg 

Ala 

Ser 

Leu Gin 

Ala 

Ser 

Pro 

Pro 



195 





200 




205 




Pro 

Pro 

Pro 

Ser 

Ser 

Gin 

His 

Pro 

Gly 

Gly 

Thr Pro 

Xaa 

Ser 

Leu 

Ser 


210 





215 




220 





Pro 

lie 

Gin 

Ala 

Pro 

Asn 

His 

Pro 

Pro 

Pro 

Gin Pro 

Pro 

Thr 

Gin 

Ala 

225 





230 





235 




240 

Thr 

Pro 

Leu 

Met 

His 

Thr 

Lys 

Pro 

Asn 

Ser 

Gin Gly 

Pro 

Pro 

Asn 

Pro 





245 





250 




255 


Met 

Ala 

Leu 

Pro 

Ser 

Glu 

His 

Gly 

Leu 

Glu 

Gin Pro 

Ser 

His 

Thr 

Pro 




260 





265 




270 



Pro 

Gin 

Thr 

Pro 

Thr 

Pro 

Pro 

Ser 

Thr 

Pro 

Pro Leu 

Gly 

Lys 

Gin 

Asn 



275 





280 




285 




Pro 

Ser 

Leu 

Pro 

Ala 

Pro 

Gin 

Thr 

Leu 

Ala 

Gly Gly 

Asn 

Pro 

Glu 

Thr 


290 





295 




300 





Ala 

Gin 

Pro 

His 

Ala 

Gly 

Thr 

Leu 

Pro 

Arg 

Pro Arg 

Pro 

Val 

Pro 

Lys 
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305 310 315 320 

Pro Arg Asn Arg Pro Ser Val Pro Pro Pro Pro Gin Pro Pro Gly Val 

325 330 335 

His Ser Ala Gly Asp Ser Ser Leu Thr Asn Thr Ala Pro Thr Ala Ser 
340 345 350 

Lys lie Val Thr Asp Ser Asn Ser Arg Val Ser Glu Pro His Arg Ser 
355 360 365 

lie Phe Pro Glu Met His Ser Asp Ser Ala Ser Lys Asp Val Pro Gly 
370 375 380 

Arg lie Leu Leu Asp lie Asp Asn Asp Thr Glu Ser Thr Ala Leu 

385 390 395 


<210> 6279 
<211> 2795 
<212> DNA 

<213 > Homo sapiens 
<400> 6279 

atggctgctg agaagcaggt 
60 

ggtggacgtg gtgccggagg 
120 

aaggcaaaca aagaatttgg 
180 

tcccagcagc agcatggttt 
240 

cgtagacaaa gacgtcttcg 
300 

acagggaaga aagtgactga 
360 

atggatgctg aaagagcctg 
420 

ccccgaaaac ggtttcactt 
480 

ttggaacgct tgtgtaagag 
540 

tacacagctt acctctcagg 
600 

gaggctttta acaaatgcaa 
660 

caggctgtgc tgtataacca 
720 

tataatattg gggaccagtc 
780 

ggcactgaag gtctcttggc 
840 

caggcagcta ccatgagtga 
900 

aaagtgcgca ttttcttatt 
960 

agcgaagaaa ctaaggagcg 
1020 

caggtggttc gggaggagct 
1080 


cccaggcggc ggcggcggcg 
ggaagaaaat aaagaaaacg 
ggatagcctg agtttggaga 
acggcatgga gattttcaga 
aaaaacactc aacttcaaga 
agagcttctg accgataata 
gagctacgcc atgcagctga 
gttatctcgc ctacgcaaag 
caatcgcgtg gatgccaaga 
aatgctacgt tttgaacatc 
aactatctat gagaagctag 
acgtgtggaa gagatttcac 
agccatcaat gaactcatgc 
tgaaaaattg gaggctttga 
agtggagtgg agagggagaa 
aggactggct gataacgaag 
cctgtttgaa tcaatgctca 
caagccagat cagaaacaga 


gcggcggcag tggcggcggc 
aacgcccttc ggccggatcg 
ttcttcagat tattaaggaa 
ggtacagggg ctactgttcc 
tgggtaacag acacaaattc 
gatacttgct tctggttctg 
aacaggaagc caacactgaa 
ccgtgaagca tgcagaggaa 
ccaaattaga ggctcaggct 
aagaatggaa agctgccatt 
ccagtgcttt cacagaggag 
ccaacatccg ctattgtgca 
agatgagatt gaggtctggg 
tcactcagac tcgagccaaa 
cggttccagt gaagattgac 
cagctattgt ccaggctgaa 
gcgagtgtcg ggacgccatc 
gagattatat ccttgaagga 
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gagccaggga aggtgtctaa 
1140 

tcaacggcaa tcaagcgtaa 
1200 * 

cagcagccag aggatgacag 
1260 

gacatcatct tacagaatct 
1320 

gccttccaga aagagatagg 
1380 

attgctcagt cctatgtgct 
1440 

gtcctgaaat atgcaaatga 
1500 

gacctgcctg atgtgcaaga 
1560 

gccgcagcca tccttgatgc 
1620 

aaggacaata agcctctggt 
1680 

accaagcaag ccaaccttgt 
1740 

ttgttctttg acctggccct 
1800 

cagaagacca agagtggcct 
1860 

ccaggctctt cctcgggggc 
1920 

ccagcaagtt ccatgatatt 
1980 

cttcggccct gcattcctac 
2040 

agcaccctgt tgtcttctgg 
2100 

gaaaggggcc gctgctgtct 
2160 

tgcgttcagg agtccacacc 
2220 

cagtaccatg gatttgaaat 
2280 

gtttatctat gactatgaaa 
2340 

cttcacctcc cagtgaacgc 
2400 

aaatatgtta cactcagaaa 
2460 

agactgtgcc catttcttat 
2520 

gcctagttgc gtgaagccgg 
2580 

gctgatgcca gatacacatg 
2640 

ttagatgcca ttatatttta 
2700 


tcttcaatac ttgcatagct 
tgagaacatg gccaaaggtc 
caagcgctca ccccggcccc. 
ggtggaattg ctccagcttc. 
cctcaagact ctggtgttca 
ggtgaagaag tggagcgaag 
agtaaattct gatgctggcg 
gctcatcact caagtgcggt 
aaacgacgct catcaaacag 
tgaacggttt gagacattct 
gcacttccca ccaggcttcc 
caaccatgtg gctttcccac 
cactggatac atcaagggca 
gggggagatt ctgactctta 
aaatccaggt ctgcattggc 
atcttgtgtc tgtacacgtt 
taaatgtgtg cagggtcatc 
ggtgccctgt gagctgtgat 
aggcacagat ggggccttga 
gaactcatcc ttgctgtgag 
ctggcaacgt caccccagaa 
taagaagttt cagacaagca 
tgatgaaacc aaatcttata 
atgccctccc tcatgtccag 
tgaggtcaag tgtaacctga 
ttagaggcac tatttttcag 
atccccttcg ttaccccccg 


acctgact.ta catcaagcta 
tg.cacagggc tctgct’gcag 
aijgacctgat ccgactctat 
ctggtttaga ggaagacaaa 
aagcttacag gtgttttttc 
cccttgtcct gtatgacaga 
ccttcaagaa cagcctaaag 
cagagaagtg ctccctgcag 
agacctcctc ctcccaagtc 
gcctggaccc ttcccttgtc 
agcccattcc ctgcaagcct 
cccttgagga caagttggaa 
tctttggatt caggagctaa 
atctgtattg tgagaaaatc 
ccggggcaag agtttaacat 
cttaagcagc gtgtcaggag 
ctgtctcctg tacctcctgg 
tgattgcctt tggtcagtaa 
aacgctttgt catgcttctt 
catccaggag cccttgagaa 
ttacggtcag ccttattccc 
gagagctcta tttttagaag 
ttaaaaggca aagatgacgg 
tccccgttct ctcctcggga 
cttaccggca actaggtgag 
gacttcccaa tgtgtaattt 
tttttcctta gtcatccctt 
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ttcacttcta ttataacatc aataatagaa gtcacaaaaa caatgtaaga aagcaaggaa 
2760 

taaaagtgat ttaaacatgt aaaaaaaaaa aaaaa 
2795 

<210> 6280 

<211> 619 

<212> PRT 

<213> Homo sapiens 


<400> 6280 


Met 

Ala 

Ala 

Glu 

Lys 

Gin 

Val 

Pro Gly 

Gly 

Gly 

Gly 

Gly 

Gly Gly 

Gly 

1 




5 





10 





15 


Ser Gly 

Gly 

Gly 

Gly 

Gly 

Arg 

Gly Ala 

Gly 

Gly 

Glu 

Glu 

Asn Lys 

Glu 




20 





25 





30 



Asn 

Glu 

Arg 

Pro 

Ser 

Ala 

Gly 

Ser 

Lys 

Ala 

Asn 

Lys 

Glu 

Phe Gly 

Asp 



35 





40 





45 




Ser 

Leu 

Ser 

Leu 

Glu 

lie 

Leu 

Gin 

lie 

lie 

Lys 

Glu 

Ser 

Gin 

Gin 

Gin 


50 





55 





60 





His 

Gly 

Leu 

Arg 

His 

Gly 

Asp 

Phe 

Gin 

Arg 

Tyr 

Arg 

Gly 

Tyr Cys 

Ser 

65 





70 





75 





80 

Arg 

Arg 

Gin 

Arg 

Arg 

Leu 

Arg 

Lys 

Thr 

Leu 

Asn 

Phe 

Lys 

Met 

Gly 

Asn 





85 





90 





95 


Arg 

His 

Lys 

Phe 

Thr 

Gly 

Lys 

Lys 

Val 

Thr 

Glu 

Glu 

Leu 

Leu 

Thr 

Asp 




100 





105 





110 



Asn Arg 

Tyr 

Leu 

Leu 

Leu 

Val 

Leu 

Met 

Asp 

Ala 

Glu 

Arg 

Ala Trp 

Ser 

115 





120 





125 






Tyr 

Ala 

Met 

Gin 

Leu 

Lys 

Gin 

Glu 

Ala 

Asn 

Thr 

Glu 

Pro 

Arg 

Lys 

Arg 


130 





135 





140 





Phe 

His 

Leu 

Leu 

Ser 

Arg 

Leu 

Arg 

Lys 

Ala 

Val 

Lys 

His 

Ala 

Glu 

Glu 

145 





150 





155 





160 

Leu 

Glu 

Arg 

Leu 

Cys 

Lys 

Ser 

Asn Arg 

Val 

Asp 

Ala 

Lys 

Thr 

Lys 

Leu 





165 





170 





175 


Glu 

Ala 

Gin 

Ala 

Tyr 

Thr 

Ala 

Tyr 

Leu 

Ser 

Gly 

Met 

Leu 

Arg 

Phe 

Glu 




180 





185 





190 



His 

Gin 

Glu 

Trp 

Lys 

Ala 

Ala 

lie 

Glu. 

Ala 

Phe 

Asn 

Lys 

Cys 

Lys 

Thr 



195 





200 





205 




He 

Tyr 

Glu 

Lys 

Leu 

Ala 

Ser 

Ala 

Phe 

Thr 

Glu 

Glu 

Gin 

Ala 

Val 

Leu 


210 





215 





220 





Tyr 

Asn 

Gin 

Arg 

Val 

Glu 

Glu 

lie 

Ser 

Pro 

Asn 

lie 

Arg Tyr Cys 

Ala 

225 





230 





235 





240 

Tyr 

Asn 

lie 

Gly 

Asp 

Gin 

Ser 

Ala 

lie 

Asn 

Glu 

Leu 

Met 

Gin 

Met 

Arg 





245 





250 





255 


Leu Arg 

Ser 

Gly 

Gly 

Thr 

Glu 

Gly Leu 

Leu 

Ala 

Glu 

Lys 

Leu 

Glu 

Ala 




260 





265 





270 



Leu 

lie 

Thr 

Gin 

Thr 

Arg 

Ala 

Lys 

Gin 

Ala 

Ala 

Thr 

Met 

Ser 

Glu 

Val 



275 





280 





285 




Glu 

Trp 

Arg 

Gly 

Arg 

Thr 

Val 

Pro 

Val 

Lys 

lie 

Asp 

Lys 

Val 

Arg 

lie 


290 





295 





300 





Phe 

Leu 

Leu 

Gly 

Leu 

Ala 

Asp 

Asn 

Glu 

Ala 

Ala 

lie 

Val 

Gin 

Ala 

Glu 

305 





310 





315 





320 

Ser 

Glu 

Glu 

Thr 

Lys 

Glu 

Arg 

Leu 

Phe 

Glu 

Ser 

Met 

Leu 

Ser 

Glu 

Cys 





325 





330 





335 


Arg Asp 

Ala 

lie 

Gin 

Val 

Val 

Arg 

Glu 

Glu 

Leu 

Lys 

Pro 

Asp 

Gin 

Lys 
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340 





345 





350 



Gin Arg 

Asp 

Tyr 

lie 

Leu 

Glu 

Gly 

Glu 

Pro 

Gly 

Lys 

Val 

Ser 

Asn 

Leu 



355 





360 





365 




Gin Tyr 

Leu 

His 

Ser 

Tyr 

Leu 

Thr 

Tyr 

lie 

Lys 

Leu 

Ser 

Thr 

Ala 

lie 


370 





375 





380 





Lys 

Arg 

Asn 

Glu 

Asn 

Met 

Ala 

Lys 

Gly 

Leu 

His 

Arg 

Ala 

Leu 

Leu 

Gin 

385 





390 





395 





400 

Gin 

Gin 

Pro 

Glu 

Asp 

Asp 

Ser 

Lys 

Arg 

Ser 

Pro 

Arg 

Pro 

Gin Asp 

Leu 





405 





410 





415 


lie Arg 

Leu 

Tyr 

Asp 

lie 

lie 

Leu 

Gin 

Asn 

Leu 

Val 

Glu 

Leu 

Leu 

Gin 




420 





425 





430 



Leu 

Pro 

Gly 

Leu 

Glu 

Glu 

Asp 

Lys 

Ala 

Phe 

Gin 

Lys 

Glu 

lie 

Gly 

Leu 



435 





440 





445 




Lys 

Thr 

Leu 

Val 

Phe 

Lys 

Ala 

Tyr 

Arg 

Cys 

Phe 

Phe 

He 

Ala 

Gin 

Ser 


450 





455 





460 





Tyr Val 

Leu 

Val 

Lys 

Lys 

Trp 

Ser 

Glu 

Ala 

Leu 

Val 

Leu 

Tyr Asp 

Arg 

465 





470 





475 





480 

Val 

Leu 

Lys 

Tyr 

Ala 

Asn 

Glu 

Val 

Asn 

Ser 

Asp 

Ala 

Gly 

Ala 

Phe 

Lys 





485 





490 





495 


Asn 

Ser 

Leu 

Lys 

Asp 

Leu 

Pro 

Asp 

Val 

Gin 

Glu 

Leu 

lie 

Thr 

Gin 

Val 




500 





505 





510 



Arg 

Ser 

Glu 

Lys 

Cys 

Ser 

Leu 

Gin 

Ala 

Ala 

Ala 

lie 

Leu 

Asp 

Ala 

Asn 



515 





520 





525 




Asp Ala 

His 

Gin 

Thr 

Glu 

Thr 

Ser 

Ser 

Ser 

Gin 

Val 

Lys 

Asp Asn 

Lys 


530 





535 





540 





Pro 

Leu 

Val 

Glu 

Arg 

Phe 

Glu 

Thr 

Phe 

Cys 

Leu 

Asp 

Pro 

Ser 

Leu 

Val 

545 





550 





555 





560 

Thr 

Lys 

Gin 

Ala 

Asn 

Leu 

Val 

His 

Phe 

Pro 

Pro 

Gly 

Phe 

Gin 

Pro 

lie 





565 





570 





575 


Pro 

Cys 

Lys 

Pro 

Leu 

Phe 

Phe 

Asp 

Leu 

Ala 

Leu 

Asn 

His 

Val 

Ala 

Phe 




580 





585 





590 



Pro 

Pro 

Leu 

Glu 

Asp 

Lys 

Leu 

Glu 

Gin 

Lys 

Thr 

Lys 

Ser 

Gly Leu 

Thr 



595 





600 





605 




Gly Tyr 

He 

Lys 

Gly 

lie 

Phe 

Gly 

Phe 

Arg 

Ser 







610 





615 











<210> 6281 

<211> 741 

<212> DNA 

<213> Homo sapiens 

<400> 6281 

nnctgggttg agagctgtcc ccggttctcc gttctgctct cgggggcacc ttccggggtt 
60 

cctaagccgc ggggcccctc gctgcccctc gaggcccttt ccctgaccta ggctttggcc 
120 

tgggctactc gttccggagc cgccatgtcg tccgacttcg aaggttacga gcaggacttc 
180 


gcggtgctca ctgcagagat 
240 

gaaaagaaac agatggttgc 
300 

gaacagatgg atttggaagt 
360 


caccagcaag attgcgaggg 
aaatgtggag aaacagcttg 
ccgagagata ccaccccaaa 


tcccacgact cccgcctgat 
aagaagcgaa agaactgctt 
gtcgagggat gtacagcaac 
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agaatgagaa gctacaaaca agaaatggga aaactcgaaa cagattttaa aaggtcacgg 
420 

atcgcctaca gtgacgaagt acggaatgag ctcctggggg atgatgggaa ttcctcagag 
480 

aaccagaggg cacatctgct cgataacaca gagaggctgg aaaggtcatc tcggagacta 
540 

gaggctggat accaaatagc agtggaaacc ggtgagaatt ctgagagtga. gcaaattgtc 
600 

ttgcttatgc acagcagtct tcacaacaca tgacatttca gggaaacttc aaaggagtag 
660 

cagagacagc agcccgagat gtggtttaca tattggggag acaattggga gcttatctgc 
720 

gcttatcttt ttgcaagtta g 
741 

<210> 6282 
<211> 162 
<212> PRT 

<213 > Homo sapiens 


<40Q> 6282 


Met 

Ser 

Ser 

Asp 

Phe 

Glu 

Gly 

Tyr 

Glu 

Gin 

Asp 

Phe 

Ala 

Val 

Leu 

Thr 

1 




5 





10 





15 


Ala 

Glu 

He 

Thr 

Ser 

Lys 

lie 

Ala 

Arg 

Val 

Pro 

Arg 

Leu 

Pro 

Pro 

Asp 




20 





25 





30 



Glu 

Lys 

Lys 

Gin 

Met 

Val 

Ala 

Asn 

Val 

Glu 

Lys 

Gin 

Leu 

Glu 

Glu 

Ala 



35 





40 





45 


- 


Lys 

Glu 

Leu 

Leu 

Glu 

Gin 

Met 

Asp 

Leu 

Glu 

Val 

Arg 

Glu 

lie 

Pro 

Pro 


50 





55 





60 





Gin 

Ser 

Arg 

Gly 

Met 

Tyr 

Ser 

Asn 

Arg 

Met 

Arg 

Ser 

Tyr 

Lys 

Gin 

Glu 

65 





70 





75 





80 

Met Gly 

Lys 

Leu 

Glu 

Thr 

Asp 

Phe 

Lys Arg 

Ser 

Arg 

lie 

Ala 

Tyr 

Ser 





85 





90 





95 


Asp 

Glu 

Val 

Arg 

Asn 

Glu 

Leu 

Leu 

Gly Asp 

Asp 

Gly 

Asn 

Ser 

Ser 

Glu 




100 





105 





110 



Asn 

Gin 

Arg 

Ala 

His 

Leu 

Leu 

Asp 

Asn 

Thr 

Glu 

Arg 

Leu 

Glu 

Arg 

Ser 



115 





120 





125 




Ser 

Arg 

Arg 

Leu 

Glu 

Ala 

Gly 

Tyr 

Gin 

lie 

Ala 

Val 

Glu 

Thr 

Gly 

Glu 


130 





135 





140 





Asn 

Ser 

Glu 

Ser 

Glu 

Gin 

lie 

Val 

Leu 

Leu 

Met 

His 

Ser 

Ser 

Leu 

His 

145 





150 





155 





160 


Asn Thr 


<210> 6283 
<211> 2312 
<212> DNA 

<213 > Homo sapiens 
<400> 6283 

nnattcttga agtggtttcc atattctgat ctcaggcctg tgcgagtgaa gagttttatg 
60 

agcaaggact ggaaggaacc agagacaaac aaggtggttg ggtttgctgg gagtgggatg 
120 
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gtagctaagc atgtcattta 
180 

tagcacggta gtgggcaatg 
240 

gcagagatgg ggaggaggca 
300 

cgggtgtgtc ctcccttttg 
360 

tgggcgtcca tgtggctgcg 
420 

atcctctctc tgtccatcgc 
480 

ttgaaaaaca ccaccaggcc 
540 

accgggatgc tggtggtggc 
600 

tggaagcgcc cagagccggg 
660 

tgaagcagca ggaaggggct 
720 

agctctgctc ttcccagggc 
780 

gcccagactt cttgcctggg 
840 

ttccttggtg gctttgcctg 
900 

gctttccttg gtggctttgc 
960 

tctgctttcc ttggtggctt 
1020 

attcacacga ggtcctcctc 
1080 

ctgatttcct cttaagactc 
1140 

cggtgtgaaa catgagggag 
1200 

cagttaggct gccccgccac 
1260 

atgtgaggtg gggtggagac 
1320 

cagcttctgc tgaggagctg 
1380 

ctgcatgtat tgtgaccgtg 
1440 

gatcccggcc tttccctgtg 
1500 

ggtgacctgc tctcccaaga 
1560 

agaggtggct gtggacttcc 
1620 

ctgggcaggt ctggccttgc 
16B0 

tcaccatgca gctgatgcca 
1740 


ctgttcttgt tgcttgggta 
ccaggtggga aggtttgagt 
ctgatggggt gggatgtgct 
tccacagtgg ttcctgggct 
cagcctccta aaacctatcc 
atccgtcatt tcgggcatta 
ataccacagc ctgcccagtg 
ctttgggctg ctggtgctct 
gatcctgacc gacagacagc 
cccaagagct cctggtggtg 
tcccggctgg tttcagcagg 
tgctggcctg ccctctccgg 
ggtgctgggc ctgccctctc 
ctgggtgctg ggcctgcctt 
tggcttctgc actccttggc 
gctctggccg ctcttgctgc 
ctagggatgt ggtgaagagc 
gtgaggtgtc cgtccacttc 
agagcaggct tcatctgctc 
atcatggggt gattgcagaa 
accgctctga gctgttctgt 
cggctccacc tcttccagct 
acttacgtgt ctgtcaccgg 
acagagcctg tccccagatg 
tctacttctc cttgctggat 
tctcttggca gggccccagc 
aagttgtggt gtccagtgtg 


ataggccaca atgaggaagc 
tgtgaaagaa gagccaggga 
ttggtcacac atagcacagt 
ttgctgtctt cctcctgccc 
acgtcttttt tggagccgcc 
atgagaagct tttcttcagt 
aggcggtctt tgccaacagc 
acatccttct ggcttcatct 
ccctgctgca tgatggggag 
cagcctgtgc tcccctcaga 
cgactttctt ccaatgctgg 
ccgcttgctg cctgtctgct 
cggccgcttg ctgcctgtct 
ctctggctgc ttgctgcctg 
gtcagcctct caggtcctcc 
tcctgtctga agaaatcaga 
tgggactcaa gtgcagtcca 
ccccataaag gtgtgcattt 
tgccatccag ccccatctgg 
agggggagtg gcggcccacg 
ttcgtattgc tgctctgtgt 
gctgctacag ctgaggcctg 
caggcagccc tacaaatcct 
tcccagtagc gatgagtaac 
cagggccttc ctgcctcccg 
ccctctgacc actctgcagc 
cagcagccct gggagccact 
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gccaccttca gaggggttcc ttgctgagac ccacattgct tcacctggcc ccaccatggc 
1800 

tgcttgcctg gcccaaccta gcgttctgtg ccatgctaga gcttgagctg ttgctcttct 
1860 

tcaggggagg aaatagggtg gagagcggga agggtcttgc tcctaagtgt tgctgctgtg 
1920 

gcttttttgc cttctccaaa gacgcactgc caggtcccaa gcttcagact gctgtgctta 
1980 

gtaagcaagt gagaagcctg gggtttggag cccacctact ctctggcagc atcagcatcc 
2040 

tactcctggc aacatcaggc caacgtccac cccagcctca cattgccaga tgttggcaga 
2100 

agggctaata ttgaccgtct tgactggctg gagccttcaa agccactggg atgtcctcca 
2160 

ggcacctggg tcccatgacc agctccccgt ctccataggg gtaggcattt cactggttta 
2220 

tgaagctcga gtttcattaa atatgttaag aatcaaagct gtctttgttc aggctgctat 
2280 

aacaaaaata taatagcctg ggtggcttaa ac 
2312 

<2 10> 6284 
< 2 11 > 122 
<212 > PRT 

<213> Homo sapiens 
<400> 6284 


His 

Ser 

Arg 

Val 

Cys 

Pro 

Pro 

Phe 

Cys 

Pro 

Gin 

Trp 

Phe 

Leu Gly 

Phe 

1 




5 





10 





15 


Ala 

Val 

Phe 

Leu 

Leu 

Pro 

Trp 

Ala 

Ser 

Met 

Trp 

Leu 

Arg 

Ser 

Leu 

Leu 




20 





25 





30 



Lys 

Pro 

lie 

His 

Val 

Phe 

Phe 

Gly Ala 

Ala 

lie 

Leu 

Ser 

Leu 

Ser 

lie 



35 





40 





45 




Ala 

Ser 

Val 

lie 

Ser 

Gly 

lie 

Asn 

Glu 

Lys 

Leu 

Phe 

Phe 

Ser 

Leu 

Lys 


50 





55 





60 





Asn 

Thr 

Thr 

Arg 

Pro 

Tyr 

His 

Ser 

Leu 

Pro 

Ser 

Glu 

Ala 

Val 

Phe 

Ala 

65 





70 





75 





80 

Asn 

Ser 

Thr 

Gly 

Met 

Leu 

Val 

Val 

Ala 

Phe 

Gly Leu 

Leu 

Val 

Leu 

Tyr 





85 





90 





95 


He 

Leu 

Leu 

Ala 

Ser 

Ser 

Trp 

Lys 

Arg 

Pro 

Glu 

Pro 

Gly 

lie 

Leu 

Thr 




100 





105 





110 



Asp Arg 

Gin 

Pro 

Leu 

Leu 

His Asp Gly 

Glu 









115 





120 










<210 > 6285 

<211> 2542 

<212> DNA 

<213 > Homo sapiens 

<400> 6285 

nttttttttt ttttttctgt ttatgacact ttattgatgc tgggggggtg gggaggagac 
60 

ctggagaaat atgtgggggc aagagtcccc aggtggggac agggaaagtg ttgaagcctg 
120 
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gccactactg ggcagggaag 
180 

ggtactccag gggcaggtgc 
240 

ggccctgccg ccgcatcagc 
300 

gagcagcaaa tacctccaga 
360 

ccaccatctc aagagccttc 
420 

catagtgctc agtccagcct 
480 

ctagggggat gcctgaccaa 
540 

ggcgctgggg ctggctcaag 
600 

ctggaggccg actctggact 
660 

cctggcccgt cagcctcagc 
720 

ccctcagcct cttctaccct 
780 

ctcacacctt cttcttccat 
840 

acttcatctt ctccagagac 
900 

acctcctctg cctctcctgc 
960 

gagaatacag gccggagacg 
1020 

ggactctgct cttggatgaa 
1080 

gcttgaggaa ggaaaactac 
1140 

accagtgcca cacactcact 
1200 

ccggcagcct gctcagcgtc 
1260 

acgttggggg agccaaccat 
1320 

gagggagcca gggaagtatc 
1380 

cgggctggag gtctgcgggc 
1440 

gcaaaggtca ggttgaggga 
1500 

tgggagagag acagcccctg 
1560 

ttcctcctgc caggggccag 
1620 

agttgcagct ccaggctgcc 
1680 

gctggcactg gcttcactac 
1740 


acagagttgc cactgtatgc 
cgctccacta gcacgtgcag 
agctccaggt cctctggctt 
tcatcacaaa gatgctggaa 
ctctccatgg gcatcttggc 
tgtggggatc ttgccggggc 
cagaggctct gcaggctctg 
aaactgatga tgtcgcctgg 
tgctgccctg ccagaggcat 
agtcccctgg gatccctctg 
gctgggtcct tgtgctcctg 
ctttttctct gcctcttcaa 
accactgctg gtgctcagga 
cagaaactgg gctggtttcc 
cagcaggcca aggctgcata 
ggaggcagcc acagccaggg 
cattgtcaac tctcacccaa 
attcttctgc agcccaggcc 
ttcagcccca gtgtgaggcg 
gggctgagag aacggctggg 
tcgcagatcc cgcaaaaagg 
caagccaggc ctctgcactg 
tctggtgagg gaagaggcat 
gtccactccc tgctgaaaca 
cagacctgga gccagggttg 
gcaactgctc tcttgtctgg 
cgactcaggc atcaggatgg 


acaggggatg agcagctgcc 
tgagacttgg tcagtgacca 
cacagtcttg cggccagcat 
atatttatct aggcacttct 
atagaagcta aagagtttca 
ctggggccgg tggtccgggc 
aagataagac tgcagcacca 
cctggagaga ctcaggggtg 
cctcatcccc tgaagatgct 
cttctgtcac ctctgtgtgt 
ttgcctccat ttcactcaca 
ctccatcgtg taagggctct 
agcccagagc aaaggcattg 
cagggcctga gtgaagggga 
gctcagagaa gggtaaagat 
tgctctaggg gcacagaggg 
gctaaatttg gctccaggcc 
cactgctctg tgtcttgcga 
tgcagggcag ggagtgatac 
tgtcctccaa cacaatgttg 
cacccacgtc tacagctcgg 
actgtggctg aagaggtgtg 
cagcattccc ttgaggctct 
ctgacagtct cagcctctgt 
tggggggctc gagctcagga 
agggttggac cgcctgcggt 
aagattctgg ggcagttagt 


5470 



WO 00/58473 


PCT/US00/08621 


aggatgttct 

1800 

tcagcagcgt 

ccgaggtgtc 

tgttcctcca 

agtgcccact 

ggcctgaata 

tgggccgatc 

1860 

tgccaacaga 

cctggctcca 

tgggaacgcc 

ctctggctat 

cgtccttgtt 

tggccactca 

1920 

acttcctggg 

ggaagccgtt 

tcaagcaggg ctctccgggc 

tccagcccga 

gcactccggg 

1980 

gtcgccgcgg 

ggtgcgcggg 

tccgctgtat 

ccagcacgcg 

tcgcagcagc 

gtgcgcggcg 

2040 

tggagtcgct 

gtcagggttg 

tggtcagcca 

tcgtctcggc 

cccgggccct 

cctaaccgcc 

2100 

cagccagctg 

caggctccgc 

cttcccgccg 

ccacagttaa 

tgtaactctc 

gcgatgctcc 

2160 

cgcacagccc 

cacgggaatt 

gtagttctcg 

cactatcgca 

gctcgcgggg 

tggacagtga 

2220 

tggttgcaaa 

ctccggatgc 

tttggaggca 

gcctcgctgc 

gggtaaacct 

cggttaatgt 

2280 

aatgcaagca 

gcccaagtct 

tggcttcttc 

atcatattct 

gttagtgttt 

tcctccgtat 

2340 

ttttcactgg 

ttgacaatcc 

tctcacctta 

agttttcatg gcaactgaat 

tagaacttgg 

2400 

tttctgagtc 

ttccgtggag 

ttcagtttcc 

cagaatctat 

aattccatct 

attcgggaaa 

2460 

gtgaggcagg 

agcattgctt 

gatccttggg 

aggcagaggt 

tgcatatctg 

agatcgagcc 

2520 

ttcccacttc 

acaatactcc 

cctgttcaaa 

atcttgggcg 

ta 

gttaagaggg 

ccccgttccc 

agcctatgcc 


2542 

<210> 6286 
< 211 > 57 
<212 > PRT 

<213> Homo sapiens 
<4 00> 6286 


Pro 

Gly Pro 

Ala 

Ala 

Ala 

Ser Ala 

Ala 

Pro Gly 

Pro 

Leu 

Ala 

Ser 

Gin 

1 



5 




10 





15 


Ser 

Cys Gly 

Gin 

His 

Glu 

Gin Gin 

lie 

Pro 

Pro 

Asp 

His 

His 

Lys 

Asp 



20 




25 





30 



Ala Gly Asn 

He 

Tyr 

Leu 

Gly Thr 

Ser 

Pro 

Pro 

Ser 

Gin 

Glu 

Pro 

Ser 


35 




40 





45 




Ser 

Pro Trp 

Ala 

Ser 

Trp 

His Arg 

Ser 









50 55 


<210> 6287 
<211> 1674 
<212 > DNA 

<213 > Homo sapiens 
<400> 6287 

ntcgcgattc gcgcgcggcg ggagcgggag gaggaggcat cgtccccggg gctgggctgc 
60 

agcaagccgc acctggagaa gctgaccctg ggcatcacgc gcatcctaga atcttcccca 
120 
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ggtgtgactg aggtgaccat 
100 

tgggaacaaa agaataactg 
240 

aatggcttcc acatgacatg 
300 

atggcaatta acagcatctc 
360 

cctaatgcac ccactctggc 
420 

ccagagaagc ctcactttga 
480 

agtgggaaag tttgccttgt 
540 

atctggttcc tggacagagc 
600 

taccgcctgc tcatcaccca 
660 

ggcattagcc cacaggccaa 
720 

aacctgctca cagaagagac 
780 

aagagcaaga acaagatcgt 
840 

cagaaagggc cctcaggacc 
900 

ggctctggaa accccacccg 
960 

agtggtggtt tccatgcaca 
1020 

taggcctctt tctagttgaa 
1080 

caggctcgta gtgaggcctc 
1140 

ggaatttgga atcttgtgta 
1200 

ctcaaccctc aatcccttag 
1260 

tttgacccat gaagcattag 
1320 

tatttaaatt taaagtaaat 
1380 

ttgagtattc atgtggctgg 
1440 

accacagaaa gttctgttgg 
1500 

attaattttt gttgttaatg 
1560 

ctctcaagta cacaattgta 
1620 

atttcttttg cagcttccta 
1674 

< 2 10 > 6288 


catagaaaag cctcctgctg 
tgtgatgcct gaagatgtga 
gagtgtgaag ctggatgagc 
aaaactgact cagctcaccc 
agacctggag gacgatacac 
ctctcgcagt gtgatatttg 
ctacaaaagt gggaaaccag 
gttatactgg cattttctca 
cctgggcctg ccccagtggc 
gcaatggttc agcatgtata 
cgactccttt gtgaataagc 
aatcccaaaa aagaaagggc 
ctccggtccc tccacttcct 
gaagtgagca cccctccctc 
gatggcccta ggggtgacct 
tgaccaaaat tgtaaggctt 
cagagcaggt tgtgctgtcc 
agtgcccaaa taagtctgag 
cactgattga ttagagaggt 
aactgcattg ttcattcagg 
tgtatgaaaa attcatttct 
tagattctgt attagcacaa 
acagcactgc attagaatat 
ttgatgtctt cattggatgg 
tgttctttgt atcccttacc 
taaagtttgt cttcctcatc 


aacgtcatat gatttcttcc 
agaactttta cctgatgacc 
acatcattcc actgggaagc 
agtcttccat gtattcactt 
atgaagccag tgatgatcag 
agctggattc atgcaatggc 
cattagcaga agacactgag 
cagacacctt tactgcctat 
aatatgcctt caccagctat 
aacctatcac ctacaacaca 
tagatcccag caaagtgttt 
ctgtgcagcc tgcaggtggc 
ccacttctaa atcctcctct 
caactcccta ccagctccag 
ccagttttgc gtgtggaccg 
ttagtcccac cgacattagc 
cctgcctctg gaagcaatgg 
tgctttcctc ttcttcaaca 
cccccaaaga aaccactggt 
agccactagt cacatatgac 
tcaattgcat tagccacatt 
agatatggaa catttccatc 
tttcatactg ctcttcctca 
gtcataatgt tccatgaaac 
acaaatatct cgctctgctc 
aaaaaaaaaa aaaa 
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<211> 269 
<212> PRT 

<213 > Homo sapiens 
<400> 6288 


Pro Gly 

Val 

Thr 

Glu 

Val 

Thr 

lie 

lie 

Glu 

Lys 

Pro 

Pro 

Ala 

Glu Arg 

1 



5 





10 





15 


His Met 

lie 

Ser 

Ser 

Trp 

Glu 

Gin 

Lys 

Asn 

Asn 

Cys 

Val 

Met 

Pro 

Glu 



20 





25 





30 



Asp Val 

Lys 

Asn 

Phe 

Tyr 

Leu 

Met 

Thr 

Asn 

Gly 

Phe 

His 

Met 

Thr 

Trp 


35 





40 





45 




Ser Val 

Lys 

Leu 

Asp 

Glu 

His 

lie 

lie 

Pro 

Leu 

Gly 

Ser 

Met 

Ala 

lie 

50 





55 





60 





Asn Ser 

lie 

Ser 

Lys 

Leu 

Thr 

Gin 

Leu 

Thr 

Gin 

Ser 

Ser 

Met 

Tyr 

Ser 

65 




70 





75 





80 

Leu Pro 

Asn 

Ala 

Pro 

Thr 

Leu 

Ala 

Asp 

Leu 

Glu 

Asp 

Asp 

Thr 

His 

Glu 




85 





90 





95 


Ala Ser 

Asp 

Asp 

Gin 

Pro 

Glu 

Lys 

Pro 

His 

Phe 

Asp 

Ser 

Arg 

Ser 

Val 



100 





105 





110 



He Phe 

Glu 

Leu 

Asp 

Ser 

Cys 

Asn 

Gly 

Ser 

Gly 

Lys 

Val 

Cys 

Leu 

Val 


115 





120 





125 




Tyr Lys 

Ser 

Gly 

Lys 

Pro 

Ala 

Leu 

Ala 

Glu 

Asp 

Thr 

Glu 

lie 

Trp 

Phe 

130 





135 





140 





Leu Asp 

Arg 

Ala 

Leu 

Tyr 

Trp 

His 

Phe 

Leu 

Thr 

Asp 

Thr 

Phe 

Thr 

Ala 

145 




150 





155 





160 

Tyr Tyr 

Arg 

Leu 

Leu 

lie 

Thr 

His 

Leu 

Gly 

Leu 

Pro 

Gin 

Trp 

Gin 

Tyr 




165 





170 





175 


Ala Phe 

Thr 

Ser 

Tyr 

Gly lie 

Ser 

Pro 

Gin 

Ala 

Lys 

Gin 

Trp 

Phe 

Ser 



180 





185 





190 



Met Tyr 

Lys 

Pro 

lie 

Thr 

Tyr 

Asn 

Thr 

Asn 

Leu 

Leu 

Thr 

Glu 

Glu 

Thr 


195 





200 





205 




Asp Ser 

Phe 

Val 

Asn 

Lys 

Leu 

Asp 

Pro 

Ser 

Lys 

Val 

Phe 

Lys 

Ser 

Lys 

210 





215 





220 





Asn Lys 

lie 

Val 

He 

Pro 

Lys 

Lys 

Lys 

Gly 

Pro 

Val 

Gin 

Pro 

Ala Gly 

225 




230 





235 





240 

Gly Gin 

Lys 

Gly 

Pro 

Ser Gly 

Pro 

Ser 

Gly 

Pro 

Ser 

Thr 

Ser 

Ser 

Thr 




245 





250 





255 


Ser Lys 

Ser 

Ser 

Ser 

Gly Ser 

Gly 

Asn 

Pro 

Thr 

Arg 

Lys 






260 





265 









<210> 6289 

<211> 1321 

<212> DNA 

<213> Homo sapiens 


<400> 6289 
acactgcgtc 
60 

gagccaactc 

120 

tgcgacaatc 

180 


c 9999ccaga 

tcgagcgcgt 

tcttctgtcc 


cgacgatatc 

gatcgaagcc 

ggccagccgc 


agcgcggggt 

cgcagttttt 

tggagtcgtt 


ccccacaacg 

tcgcccccgt 

aggtgocgcc 


ccatggggca 

cacttccggg 

ttgcttctga 


cgagccacac gtttgcttct tccctgtgtt cccagctgga gggacatgag tgtccctggg 
240 
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ccgtcgtctc 

300 

cggacggggc 

cctgacacgg 

ccaccctact 

gcctggaggc 

cggggagccg 

acgcctggtt 

360 

taagtgacac 

ttctccagat 

gaagggttaa 

tagaggactt 

gactatagaa 

gacaaagcag 

420 

tggagcaact 

ggcagaagga 

ttgctttctc 

attatttgcc 

agatctgcag 

agatcaaaac 

480 

aagccctcca 

ggaactcaca 

cagaaccaag 

ttgtattgtt 

agacacactg 

gaacaagaga 

540 

tttcaaaatt 

taaagaatgt 

cattctatgt 

tggatattaa 

tgctttgttt 

gctgaggcta 

600 

aacactatca 

tgccaagttg 

gtgaatataa 

gaaaagagat 

gctgatgctt 

catgaaaaaa 

660 

catcaaagtt 

aaaaaaaaga 

gcacttaaac 

tgcagcagaa 

gaggcaaaaa 

gaagagttgg 

720 

aaagggagca 

gcaacgagag 

aaggggtttg 

aaagagaaaa 

gcagttaact 

gccagaccag 

780 

ccaaaaggat 

gtgaaaagtt 

gtgtttgtgt 

gttttcttct 

cctgtcccat 

atttgggtta 

840 

tgatgactca 

agtgtagact 

gaagttgagg 

tagtgcctta 

tgccattatg 

tcatatgttg aaatccttat 
900 

tccggtatta 

ctgtgtctcc 

atgccttttt 

tccaagtagc 

agacgtcatg 

960 

ttgcatggtt 

tttgatattt 

atatgtaagt 

ttttcaaatt 

ttgcttaatt 

ttaaaattta 

1020 

ttattttgat 

cttgaattat 

ttataaactg 

gaaagtggtt 

tgattattgt 

gagtcaaaac 

1080 

tctaagtggt 

taaaaattag 

tatgaatttt 

ttagcttctt 

aatgaatatg 

gatttaaaac 

1140 

tctccagttc 

ttattttatg 

aaatgacttg 

cctttctggt 

aatacaatgc 

tgatttttta 

1200 

gtaattgcct 

tttcattact 

ttgttaagaa 

gaaatgccag 

ctgtttaatc 

acacctaccc 

1260 

ctggaaaaga 

ggtaaacctt 

ttgaacagtt 

gaatttcatc 

agaagctcta 

tagctttttg 

gtgagaggaa 

gtgatactct 

ttattacaag 

aaacaaggaa 

ttaacaaaaa 


1320 

t 


1321 

<210 > 6290 
<211> 172 
< 2 1 2 > PRT 
<213> Homo sapiens 


<400> 6290 


Met 

Ser 

Val 

Pro 

Gly 

Pro 

Ser 

Ser 

Pro 

Asp Gly 

Ala 

Leu 

Thr Arg 

Pro 

1 




5 





10 




15 


Pro 

Tyr 

Cys 

Leu 

Glu 

Ala 

Gly 

Glu 

Pro 

Thr 

Pro 

Gly 

Leu 

Ser Asp Thr 




20 





25 





30 


Ser 

Pro 

Asp 

Glu 

Gly 

Leu 

He 

Glu 

Asp 

Leu 

Thr 

lie 

Glu 

Asp Lys 

Ala 



35 





40 





45 



Val 

Glu 

Gin 

Leu 

Ala 

Glu 

Gly 

Leu 

Leu 

Ser 

His 

Tyr 

Leu 

Pro Asp 

Leu 


50 





55 





60 




Gin Arg 

Ser 

Lys 

Gin 

Ala 

Leu 

Gin 

Glu 

Leu 

Thr 

Gin 

Asn 

Gin Val 

Val 
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65 70 75 


Leu 

Leu 

Asp 

Thr 

Leu 

85 

Glu 

Gin 

Glu 

He 

Ser 

90 

Lys 

Phe 

Lys Glu 

Ser 

Met 

Leu 

Asp 

100 

lie 

Asn 

Ala 

Leu 

Phe 

105 

Ala 

Glu 

Ala 

Lys His 
110 

Ala 

Lys 

Leu 

115 

Val 

Asn 

lie 

Arg 

Lys 

120 

Glu 

Met 

Leu 

Met 

Leu His 
125 

Thr 

Ser 

130 

Lys 

Leu 

Lys 

Lys 

Arg 

135 

Ala 

Leu 

Lys 

Leu 

Gin 

140 

Gin Lys 

Lys 

145 

Glu 

Glu 

Leu 

Glu Arg 
150 

Glu 

Gin 

Gin 

Arg 

Glu Lys 
155 

Gly Phe 

Glu Lys 

Gin 

Leu 

Thr 

165 

Ala 

Arg 

Pro 

Ala 

Lys 

170 

Arg 

Met 



<210> 6291 

<211> 2718 

<212 > DNA 

<213 > Homo sapiens 

<400> 6291 

naggttgtct tggcgggggg cgtggcacct gcactgttcc gggggatgcc 
60 

tcggacagcg cccagactga ggcctgctac cacatgctga gccggcccca 
120 

gaccccctcc tgctccagcg tctgccacgg cccagctc cc tgtcagacaa 
180 

cacagcaggt ggctggactc gtcgcggtgt ctcatgcagc agggcatcaa 
240 

gcactctggc tgcgcttcaa gtactacagc ttcttcgatt tggatcccaa 
300 

gtgcggctga cacagctgta tgagcaggcc cggtgggacc tgctgctgga 
360 

tgcaccgagg aggagatgat ggtgtttgcc gccctgcagt accacatcaa 
420 

cagagcgggg aggtggggga gccggctggc acagacccag ggctggacga 
480 

gccctgagca acctggaggt gaagctggag gggtcggcgc ccacagatgt 
540 

ctcaccacca tcccagagct caaggactat ctccgaatct ttcggccccg 
600 

ctgaagggct accgccaaca ctgggtggtg ttcaaggaga ccacactgtc 
660 

agccaggacg aggcccctgg ggaccccatt cagcagctca acctcaaggg 
720 

gttcccgatg ttaacgtctc cggccagaag ttctgcatta aactcctagt 
780 

gagggcatga gtgagatcta cctgcggtgc caggatgagc agcagtatgc 
840 

gctggctgcc gcctggcctc caaaggccgc accatggccg acagcagcta 
900 

gtgcaggcca tcctggcctt cctcagcctg cagcacgggc agtgggggcc 
960 

cccccacggc ctgatgcctc tgccgagggc ctcaacccct acggcctcgt 
1020 


80 

Cys His 
95 

Tyr His 

Glu Lys 

Arg Gin 

Glu Arg 
160 


agctcacttc 

gccgccaccc 

gacccagctc 

ggctggggac 

gacagacccc 

ggagattgac 

caagctgtcc 

cctggatgtg 

gctggacagc 

gaagctgacc 

ctactacaag 

ctgtgaggtg 

gccctcccct 

ccgctggatg 

caccagcgag 

caggcaacca 

tgccccccgt 
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ttccagcgaa agttcaaggc caagcagctc accccacgga tcctggaagc ccaccagaat 
1080 

gtggcccagt tgtcgctggc agaggcccag ctgcgcttca tccaggcctg gcagtccctg 
1140 

cccgacttcg gcatctccta tgtcatggtc aggttcaagg gcagcaggaa agacgagatc 
1200 

ctgggcatcg ccaacaaccg actgatccgc atcgacttgg ccgtgggtga cgtggtcaag 
1260 

acctggcgtt tcagcaacat gcgccagtgg aatgtcaact gggacatccg gcaggtggcc 
1320 

atcgagtttg atgaacacat caatgtggcc ttcagctgtg tgtctgccag ctgccgaatt 
1380 

gtacacgagt atatcggggg ctacattttc ctgtcgacgc gggagcgggc ccgtggggag 
1440 

gagctggatg aagacctctt cctgcagctc accgggggcc atgaggcctt ctgagggctg 
1500 

tctgattgcc cctgccctgc tcaccaccct gtcacagcca ctcccaagcc cacacccaca 
1560 

ggggctcact gccccacacc cgctccaggc aggcacccag ctgggcattt cacctgctgt 
1620 

cactgacttt gtgcaggcca aggacctggc agggccagac gctgtaccat cacccaggcc 
1680 

agggatgggg gtgggggtcc ctgagctcat gtggtgcccc ctttccttgt ctgagtggct 
1740 

gaggctgata cccctgacct atctgcagtc ccccagcaca caaggaagac cagatgtagc 
1800 

tacaggatga tgaaacatgg tttcaaacga gttctttctt gttacttttt aaaatttctt 
1860 

ttttataaat taatatttta ttgttggatc ctcctccttt ctctggagct gtgcttgggg 
1920 

ctactctgac actctgtctc ttcatcacca gccaaggaaa ggggctttcg ggtagggcgt 
1980 

agctgcaggg cctccttgaa gtacttggga aggaggaagc catcagtatt ccctggagtc 
2040 

agaatcaccc cattggcaga gcggaagaag ggtattccat ctgccagagc caggggtcca 
2100 

tcgatgaaca cagctatttc acaatgggac cgcatgccac tgatgatacc ggggtctcca 
2160 

ggcagtcctg gggccaggtg aatgtgcgtc cttccctggc aggacaggcc tttgagtagg 
2220 

atggatggcc agtgcttcca gaatgtacca tggactagca tcgggggcag ggctgcggtg 
2280 

tctccagggg catcagctcc aacttaggta cctgcaggga atggccctgg ttggcccgga 
2340 

tgagaaggcc agtgctggga tcccccagct gcagggcgaa ccgctgcttc ctattggtgt 
2400 

ccaccacgcg ctgcacatct tcagcagaga agccgcggaa ctggggcaac tgcaggaggg 
2460 

tgcccagggg cacgaagcca tctgtgggca ggcagggtgc tcaggagcta accttgctct 
2520 

ggactgggcc agggttaaca gggagccaca ggcaaccgaa acaaagtctg ggcttggaga 
2580 

tcgcttgggc atcctctgtg ggacctttag aaagtctccc ctttctgggc cgcagttttc 
2640 
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aacttacata aaaagaggat ctgcctcacg gaggggcagg gaggtgagtg cccagcatag 
2700 

cgctggcccg gagtgcac 
2718 

<210> 6292 
<211> 497 
<212> PRT 

<213> Homo sapiens 


<400> 6292 


Xaa 

Val Val 

Leu 

Ala 

Gly 

Gly 

Val 

Ala 

Pro 

Ala 

Leu 

Phe 

Arg 

Gly 

Met 

1 



5 





10 





15 


Pro 

Ala His 

Phe 

Ser 

Asp 

Ser 

Ala 

Gin 

Thr 

Glu 

Ala 

Cys 

Tyr 

His 

Met 



20 





25 





30 



Leu 

Ser Arg 

Pro 

Gin 

Pro 

Pro 

Pro 

Asp 

Pro 

Leu 

Leu 

Leu 

Gin 

Arg 

Leu 


35 





40 





45 




Pro 

Arg Pro 

Ser 

Ser 

Leu 

Ser 

Asp 

Lys 

Thr 

Gin 

Leu 

His 

Ser 

Arg 

Trp 


50 




55 





60 





Leu Asp Ser 

Ser 

Arg 

Cys 

Leu 

Met 

Gin 

Gin 

Gly 

lie 

Lys 

Ala 

Gly 

Asp 

65 




70 





75 





80 

Ala 

Leu Trp 

Leu 

Arg 

Phe 

Lys 

Tyr 

Tyr 

Ser 

Phe 

Phe 

Asp 

Leu 

Asp 

Pro 




85 





90 





95 


Lys 

Thr Asp 

Pro 

Val 

Arg 

Leu 

Thr 

Gin 

Leu 

Tyr 

Glu 

Gin 

Ala 

Arg 

Trp 



100 





105 





110 



Asp 

Leu Leu 

Leu 

Glu 

Glu 

lie 

Asp 

Cys 

Thr 

Glu 

Glu 

Glu 

Met 

Met 

Val 


115 





120 





125 




Phe 

Ala Ala 

Leu 

Gin 

Tyr 

His 

lie 

Asn 

Lys 

Leu 

Ser 

Gin 

Ser 

Gly 

Glu 


130 




135 





140 





Val 

Gly Glu 

Pro 

Ala 

Gly 

Thr 

Asp 

Pro Gly 

Leu 

Asp 

Asp 

Leu 

Asp 

Val 

145 




150 





155 





160 

Ala 

Leu Ser 

Asn 

Leu 

Glu 

val 

Lys 

Leu 

Glu 

Gly 

Ser 

Ala 

Pro 

Thr 

Asp 




165 





170 





175 


Val 

Leu Asp 

Ser 

Leu 

Thr 

Thr 

lie 

Pro 

Glu 

Leu 

Lys 

Asp 

Tyr 

Leu 

Arg 



180 





185 





190 



He 

Phe Arg 

Pro 

Arg 

Lys 

Leu 

Thr 

Leu Lys 

Gly 

Tyr 

Arg 

Gin 

His 

Trp 


195 





200 





205 




Val 

val Phe 

Lys 

Glu 

Thr 

Thr 

Leu 

Ser 

Tyr 

Tyr 

Lys 

Ser 

Gin 

Asp 

Glu 


210 




215 





220 





Ala 

Pro Gly 

Asp 

Pro 

lie 

Gin 

Gin 

Leu 

Asn 

Leu 

Lys 

Gly Cys 

Glu 

Val 

225 




230 





235 





240 

Val 

Pro Asp 

Val 

Asn 

Val 

Ser 

Gly 

Gin Lys 

Phe 

Cys 

lie 

Lys 

Leu 

Leu 




245 





250 





255 


Val 

Pro Ser 

Pro 

Glu 

Gly 

Met 

Ser 

Glu 

lie 

Tyr 

Leu 

Arg 

Cys 

Gin 

Asp 



260 





265 





270 



Glu 

Gin Gin 

Tyr 

Ala 

Arg 

Trp 

Met 

Ala Gly 

Cys 

Arg 

Leu 

Ala 

Ser 

Lys 


275 





280 





285 




Gly Arg Thr 

Met 

Ala 

Asp 

Ser 

Ser 

Tyr 

Thr 

Ser 

Glu 

Val 

Gin 

Ala 

lie 


290 




295 





300 





Leu 

Ala Phe 

Leu 

Ser 

Leu 

Gin 

His 

Gly Gin 

Trp 

Gly 

Pro 

Arg 

Gin 

Pro 

305 




310 





315 





320 

Pro 

Pro Arg 

Pro 

Asp 

Ala 

Ser 

Ala 

Glu Gly 

Leu 

Asn 

Pro 

Tyr 

Gly 

Leu 




325 





330 





335 


Val 

Ala Pro 

Arg 

Phe 

Gin 

Arg 

Lys 

Phe 

Lys 

Ala 

Lys 

Gin 

Leu 

Thr 

Pro 
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340 345 350 


Arg 

lie 

Leu 

Glu 

Ala 

His 

Gin 

Asn 

Val Ala 

Gin 

Leu 

Ser 

Leu 

Ala 

Glu 



355 





360 




365 




Ala 

Gin 

Leu 

Arg 

Phe 

lie 

Gin 

Ala 

Trp Gin 

Ser 

Leu 

Pro 

Asp 

Phe 

Gly 


370 





375 




380 





He 

Ser 

Tyr 

Val 

Met 

Val 

Arg 

Phe 

Lys Gly 

Ser 

Arg 

Lys 

Asp 

Glu 

lie 

385 





390 




395 





400 

Leu Gly 

lie 

Ala 

Asn 

Asn 

Arg 

Leu 

lie Arg 

lie 

Asp 

Leu 

Ala 

Val 

Gly 





405 




410 





415 


Asp 

Val 

Val 

Lys 

Thr 

Trp 

Arg 

Phe 

Ser Asn 

Met 

Arg 

Gin 

Trp 

Asn 

Val 




420 





425 




430 



Asn 

Trp 

Asp 

lie 

Arg 

Gin 

Val 

Ala 

lie Glu 

Phe 

Asp 

Glu 

His 

lie 

Asn 



435 





440 




445 




Val 

Ala 

Phe 

Ser 

Cys 

Val 

Ser 

Ala 

Ser Cys 

Arg 

lie 

Val 

His 

Glu 

Tyr 


450 





455 




460 





He Gly 

Gly 

Tyr 

lie 

Phe 

Leu 

Ser 

Thr Arg 

Glu 

Arg 

Ala 

Arg Gly 

Glu 

465 





470 




475 





480 

Glu 

Leu 

Asp 

Glu 

Asp 

Leu 

Phe 

Leu 

Gin Leu 

Thr 

Gly 

Gly 

His 

Glu 

Ala 


485 490 495 


Phe 


<210> 6293 
<211 > 750 
<212 > DNA 

<213 > Homo sapiens 
<400> 6293 

nggccgggcg ccatggcacc gtggggcaag cggctggctg gcgtgcgcgg ggtgctgctt 
60 

gacatctcgg gcgtgctgta cgacagcggc gcgtgcggcg gcacggccat cgccggctcg 
120 

gtggaggcgg tggccagact gaagcgttcc cggctgaagg tgaggttctg caccaacgag 
180 

tcgcagaagt cccgggcaga gctggtgggg cagcttcaga ggctgggatt tgacatctct 
240 

gagcaggagg taaccgcccc ggcaccagct gcctgccaga tcctgaagga gcgaggcctg 
300 

cgaccatacc tgctcatcca tgacggagtc cgctcagaat ttgatcagat cgacacatcc 
360 

aacccaaact gtgtggtaat tgcagacgca ggagaaagct tttcttatca aaacatgaat 
420 

aacgccttcc aggtgctcat ggagctggaa aaacctgtgc tcatatcact gggaaaaggg 
480 

cgttactaca aggagacctc tggcctgatg ctggacgttg gtccctacat gaaggcgctt 
540 

gagtatgcct gtggcatcaa agccgaggtg gtggggaagc cttctcctga gtttttcaag 
600 

tctgccctgc aagcgatagg agtggaagcc caccaggccg tcatgattgg ggacgatatc 
660 

gtg99 c 9 a c9 tcggcggtgc ccagcggtgt ggaatgagag cgctgcaggt gcgcaccggg 
720 

aagttcaggc ccagtgacga gcaccatccg 
750 


5478 



WO 00/58473 


PCT/US00/08621 


<2 10> 6294 

<211> 250 

<212> PRT 

<213 > Homo sapiens 

<4 00> 6294 

Xaa Pro Gly Ala Met Ala Pro Trp Gly Lys Arg Leu Ala Gly Val Arg 

15 10 15 

Gly Val Leu Leu Asp lie Ser Gly Val Leu Tyr Asp Ser Gly Ala Cys 

20 25 30 

Gly Gly Thr Ala He Ala Gly Ser Val Glu Ala Val Ala Arg Leu Lys 

35 40 45 

Arg Ser Arg Leu Lys Val Arg Phe Cys Thr Asn Glu Ser Gin Lys Ser 

50 55 60 

Arg Ala Glu Leu Val Gly Gin Leu Gin Arg Leu Gly Phe Asp lie Ser 

65 70 75 80 

Glu Gin Glu Val Thr Ala Pro Ala Pro Ala Ala Cys Gin lie Leu Lys 

85 - 90 95 

Glu Arg Gly Leu Arg Pro Tyr Leu Leu lie His Asp Gly Val Arg Ser 

100 105 110 

Glu Phe Asp Gin He Asp Thr Ser Asn Pro Asn Cys Val Val lie Ala 

115 120 125 

Asp Ala Gly Glu Ser Phe Ser Tyr Gin Asn Met Asn Asn Ala Phe Gin 

130 135 140 

Val Leu Met Glu Leu Glu Lys Pro Val Leu lie Ser Leu Gly Lys Gly 

145 150 155 160 

Arg Tyr Tyr Lys Glu Thr Ser Gly Leu Met Leu Asp Val Gly Pro Tyr 

165 170 175 

Met Lys Ala Leu Glu Tyr Ala Cys Gly lie Lys Ala Glu Val Val Gly 

180 185 190 

Lys Pro Ser Pro Glu Phe Phe Lys Ser Ala Leu Gin Ala lie Gly Val 

195 200 205 

Glu Ala His Gin Ala Val Met lie Gly Asp Asp lie Val Gly Asp Val 

210 215 220 

Gly Gly Ala Gin Arg Cys Gly Met Arg Ala Leu Gin Val Arg Thr Gly 

225 230 235 240 

Lys Phe Arg Pro Ser Asp Glu His His Pro 
245 250 

<210> 6295 

<211> 2091 

<212 > DNA 

<213 > Homo sapiens 

<400> 6295 

ggcgccgggg gcgggggtgg gaggcggagg cggggccggg gcgccgcggg cggggcgccg 
60 

ggggcggggc gagtccggag gactcctcgg actgcgcgga acatggcgtt ctggggttgg 
120 

cgcgccgcgg cagccctccg gctgtggggc cgggtagttg aacgggtcga ggccggggga 
180 

ggcgtggggc cgtttcaggc ctgcggctgt cggctggtgc ttggcggcag ggacgatgtg 
240 
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agtgcggggc tgagaggcag 
300 

ttgcagaggc ctcccagacc 
360 

gctcccagtt tcttcttttc 
420 

ggtgcttcaa gtgttgttgg 
480 

gatgtagctg agctgattcg 
540 

ggcatcagca cacccagtgg 
600 

aacctccagc agtacgatct 
660 

cacaacccca agcccttttt 
720 

aacgtcactc actactttct 
780 

acgcagaaca tcgatgggct 
840 

gctcatggaa cctttgcctc 
900 

gacattcggg ctgacgtgat 
960 

gtgaagcccg acattgtgtt 
1020 

gttgatttcc ccatggcaga 
1080 

tttgccagct tgaccgaggc 
1140 

ttggtggggc ccttggcttg 
1200 

gttcacggcg tggaaagcct 
1260 

gtgcagcggg aaactgggaa 
1320 

gccgtgcgga cgtcagttcc 
1380 

tggcatcctc gcagcaggga 
1440 

ctagtggagc ttctgggctg 
1500 

aagcttgatg gaccagacaa 
1560 

ggagacatcc acatcccaat 
1620 

aaaccagaat atgtgaactg 
1680 

catgagctgc agtgactggt 
1740 

aaaggagctg cctgcctgtt 
1800 

aaaaagcttt cttctgactg 
1860 


ccatggggcc cgcggtgagc 
cgaggtgccc agggcattcc 
gagtattaaa ggtggaagaa 
aagtggaggc agcagtgaca 
ggccagagcc tgccagaggg 
cattccagac ttcagatcgc 
cccgtacccc gaggccattt 
cactttggcc aaggagctgt 
ccggctgctt catgacaagg 
tgagagagtg tcgggcatcc 
tgccacctgc acagtctgcc 
ggcagacagg gttccccgct 
ctttggggag ccgctgcccc 
tctgctgctc atccttggga 
cgtgcggagc tcagttcccc 
gcatcctcgc agcagggacg 
agtggagctt ctgggctgga 
gcttgatgga ccagacaaat 
ccgactgctc atcaaccggg 
cgtggcccag ctgggggacg 
gacagaagag atgcgggacc 
ataggatgat ggctgccccc 
tctgacaaga cctcatgcct 
agtggacacc cgaggctgcc 
agggctgtgt ttacagtcag 
tgctgtgttg aactcttcac 
tgaccctctt gaactgaatc 


ccttggaccc ggcgcgcccc 
ggaggcagcc gagggcagca 
ggtccatatc tttttctgtg 
aggggaagct ttccctgcag 
tggtggtcat ggtgggggcc 
cggggagtgg cctgtacagc 
ttgaactccc attcttcttt 
accctggaaa ctacaagccc 
ggctgcttct gcggctctac 
ctgcctcaaa gctggttgaa 
aaagaccctt cccaggggag 
gcccggtctg caccggcgtt 
agaggttctt gctgcatgtg 
cctccctgga ggtggagcct 
gactgctcat caaccgggac 
tggcccagct gggggacgtg 
cagaagagat gcgggacctt 
aggatgatgg cttgaccgag 
acttggtggg gcccttggct 
tggttcacgg cgtggaaagc 
ttgtgcagcg ggaaactggg 
acacaataaa tggtaacata 
gaagacagct tgggcaggtg 
actggaatgt cttctcaggc 
ggccaccccg tcacatatac 
tctgctgaag ctcctaatgg 
agaccaactg gaatcccaga 
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ccgagtctgc tttctgtgcc tagttgaacg gcaagctcgg catctgttgg ttacaagatc 
1920 

cagacttggg ccgagcggtc cccagccctc ttcatgttcc gaagtgtagt cttgaggccc 
1980 

tggtgccgca cttctagcat gttggtctcc tttagtgggg ctatttttaa tgagagaaaa 
2040 

tctgttcttt ccagcatgaa atacatttag tctcctcaaa aaaaaaaaac a 
2091 

<210> 6296 

<211> 399 

<212> PRT 

<213> Homo sapiens 


<400> 6296 


Met 

Ala 

Phe 

Trp 

Gly 

Trp 

Arg 

Ala 

Ala 

Ala 

Ala 

Leu 

Arg 

Leu 

Trp 

Gly 

1 




5 





10 





15 


Arg 

Val 

Val 

Glu 

Arg 

Val 

Glu 

Ala 

Gly 

Gly 

Gly 

Val 

Gly 

Pro 

Phe 

Gin 




20 





25 





30 



Ala 

Cys 

Gly 

Cys. 

Arg 

Leu 

Val 

Leu 

Gly 

Gly 

Arg 

Asp 

Asp 

Val 

Ser 

Ala 



35 





40 





45 




Gly 

Leu 

Arg 

Gly 

Ser 

His 

Gly 

Ala 

Arg 

Gly 

Glu 

Pro 

Leu 

Asp 

Pro 

Ala 


50 





55 





60 





Arg 

Pro 

Leu 

Gin 

Arg 

Pro 

Pro 

Arg 

Pro 

Glu 

Val 

Pro 

Arg 

Ala 

Phe 

Arg 

65 





70 





75 





80 

Arg 

Gin 

Pro 

Arg 

Ala 

Ala 

Ala 

Pro 

Ser 

Phe 

Phe 

Phe 

Ser 

Ser 

lie 

Lys 





85 





90 





95 


Gly Gly 

Arg 

Arg 

Ser 

lie 

Ser 

Phe 

Ser 

Val 

Gly 

Ala 

Ser 

Ser 

Val 

Val 




100 





105 





110 



Gly 

Ser 

Gly 

Gly 

Ser 

Ser 

Asp 

Lys 

Gly 

Lys 

Leu 

Ser 

Leu 

Gin 

Asp 

Val 



115 





120 





125 




Ala 

Glu 

Leu 

lie 

Arg 

Ala 

Arg 

Ala 

Cys 

Gin 

Arg 

Val 

Val 

Val 

Met 

Val 


130 





135 





140 





Gly Ala 

Gly 

lie 

Ser 

Thr 

Pro 

Ser 

Gly 

lie 

Pro 

Asp 

Phe 

Arg 

Ser 

Pro 

145 





150 





155 





160 

Gly Ser 

Gly 

Leu 

Tyr 

Ser 

Asn 

Leu 

Gin 

Gin 

Tyr 

Asp 

Leu 

Pro 

Tyr 

Pro 





165 





170 





175 


Glu 

Ala 

He 

Phe 

Glu 

Leu 

Pro 

Phe 

Phe 

Phe 

His 

Asn 

Pro 

Lys 

Pro 

Phe 




180 





185 





190 



Phe 

Thr 

Leu 

Ala 

Lys 

Glu 

Leu 

Tyr 

Pro 

Gly 

Asn 

Tyr 

Lys 

Pro 

Asn 

Val 



195 





200 





205 




Thr 

His 

Tyr 

Phe 

Leu 

Arg 

Leu 

Leu 

His 

Asp 

Lys 

Gly 

Leu 

Leu 

Leu 

Arg 


210 





215 





220 





Leu 

Tyr 

Thr 

Gin 

Asn 

lie 

Asp 

Gly 

Leu 

Glu 

Arg 

Val 

Ser 

Gly 

lie 

Pro 

225 





230 





235 





240 

Ala 

Ser 

Lys 

Leu 

Val 

Glu 

Ala 

His 

Gly 

Thr 

Phe 

Ala 

Ser 

Ala 

Thr 

Cys 





245 





250 





255 


Thr 

Val 

Cys 

Gin 

Arg 

Pro 

Phe 

Pro 

Gly 

Glu 

Asp 

lie 

Arg 

Ala 

Asp 

Val 




260 





265 





270 



Met 

Ala 

Asp 

Arg 

Val 

Pro 

Arg 

Cys 

Pro 

Val 

Cys 

Thr 

Gly 

Val 

Val 

Lys 



275 





280 





285 




Pro 

Asp 

lie 

Val 

Phe 

Phe 

Gly 

Glu 

Pro 

Leu 

Pro 

Gin 

Arg 

Phe 

Leu 

Leu 


290 





295 





300 





His 

Val 

Val 

Asp 

Phe 

Pro 

Met 

Ala 

Asp 

Leu 

Leu 

Leu 

lie 

Leu 

Gly 

Thr 
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305 





310 





315 





320 

Ser 

Leu 

Glu 

Val 

Glu 

Pro 

Phe 

Ala 

Ser 

Leu 

Thr 

Glu 

Ala 

Val 

Arg 

Ser 





325 





330 





335 


Ser 

Val 

Pro 

Arg 

Leu 

Leu 

He 

Asn 

Arg 

Asp 

Leu 

Val 

Gly 

Pro 

Leu 

Ala 




340 





345 





350 



Trp 

His 

Pro 

Arg 

Ser 

Arg 

Asp 

Val 

Ala 

Gin 

Leu 

Gly 

Asp 

Val 

Val 

His 



355 





360 





365 




Gly Val 

Glu 

Ser 

Leu 

Val 

Glu 

Leu 

Leu 

Gly 

Trp 

Thr 

Glu 

Glu 

Met Arg 


370 





375 





380 





Asp 

Leu 

Val 

Gin 

Arg 

Glu 

Thr 

Gly 

Lys 

Leu 

Asp 

Gly 

Pro 

Asp 

Lys 


385 





390 





395 







<210> 6297 

<211> 472 

<212> DNA 

<213> Homo sapiens 

<400> 6297 

nggggccgct ggccgagagg ctgaggcggc gtcatgtcct ccgaggtgtc cgcgcgccgc 
60 

gacgccaaga agctggtgcg ctccccgagc ggcctgcgca tggtgcccga acaccgcgcc 
120 

ttcggaagcc cgttcggcct ggaggagccg cagtgggtcc cggacaagga gtgtcggaga 
180 

tgtatgcagt gtgacgccaa gtttgacttt ctcaccagaa agcaccactg tcgccgctgc 
240 

gggaagtgct tctgcgacag gtgctgcagc cagaaggtgc cgctgcggcg catgtgcttt 
300 

gtggaccccg tgcggcagtg cgcggagtgc gccctggtgt ccctcaagga ggcggagttc 
360 

tacgacaagc agctcaaagt gctcctgagc ggtaaggacg ggtgtcctgc acagtcctgc 
420 

gcgctccgcc agccggctcc tcgtgtctgt ggcgatgctg tgggctgtgc ac 
472 

<210> 6298 
<211> 146 
<212> PRT 

<213> Homo sapiens 


<400> 6298 


Met 

Ser 

Ser 

Glu 

Val 

Ser 

Ala 

Arg 

Arg 

Asp 

Ala 

Lys 

Lys 

Leu 

Val 

Arg 

1 




5 





10 





15 


Ser 

Pro 

Ser 

Gly 

Leu 

Arg 

Met 

Val 

Pro 

Glu 

His 

Arg 

Ala 

Phe 

Gly 

Ser 




20 





25 





30 



Pro 

Phe 

Gly 

Leu 

Glu 

Glu 

Pro 

Gin 

Trp 

Val 

Pro 

Asp 

Lys 

Glu 

Cys 

Arg 



35 





40 





45 




Arg Cys 

Met 

Gin 

Cys 

Asp 

Ala 

Lys 

Phe 

Asp 

Phe 

Leu 

Thr 

Arg 

Lys 

His 


so 





55 





60 





His 

Cys 

Arg 

Arg 

Cys 

Gly 

Lys 

Cys 

Phe 

Cys 

Asp 

Arg 

Cys 

Cys 

Ser 

Gin 

65 





70 





75 





80 

Lys 

Val 

Pro 

Leu 

Arg 

Arg 

Met 

Cys 

Phe 

Val 

Asp 

Pro 

Val 

Arg 

Gin 

Cys 





85 





90 





95 


Ala 

Glu 

Cys 

Ala 

Leu 

Val 

Ser 

Leu 

Lys 

Glu 

Ala 

Glu 

Phe 

Tyr 

Asp 

Lys 
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100 105 110 

Gin Leu Lys Val Leu Leu Ser Gly Lys Asp Gly Cys Pro Ala Gin Ser 
115 120 125 

Cys Ala Leu Arg Gin Pro Ala Pro Arg Val Cys Gly Asp Ala Val Gly 
130 135 140 

Cys Ala 
145 

<210> 6299 

< 2 1 1 > 1466 

<212> DNA 

<213 > Homo sapiens 

<400> 6299 


ctgattccgg gctgtcatgg cgacccccaa 
60 

gcccatctcc gcgctggaga gcgatgcggc 
120 

ggcggccagc ccgcccattg gcccagggag 
180 

ttcagctcgc agaaggtgcg gctggtgatc 
240 

gacgtgagcc tgccacagag cgagcacaag 
300 

gaggaggtgc ccgtcatcat ccaccgcgac 
360 

gactatgtgg agcgcacctt cacaggagag 
420 

agcctgcagc acgcacgggt gctgcagtac 
480 

gcctacacgc atggctgcat cctgcatccc 
540 

tacgccacgg ccgagatccg cagacattta 
600 

gaccatgaag aggagcccca gctctccgag 
660 

gccaagatct tggagcatga tgatgtgagc 
720 

atggtgctgg accagattga ggcggagctg 
780 

aaatgcgagc tgtggctctg tggctgtgcc 
840 

accctgcacc gcctcaagtt cctgggactg 
900 

cccaacctgc agtccttctt tgagagggtc 
960 

ggtgacatcc acaccaccct gctgtcggcc 
1020 

aggaaacccc catccttctt cggggcgtcc 
1080 

tactttgcct actggtacct caagaaaaaa 
1140 

tctgactgtc ggtgtctctg tgctgtgtga 
1200 


caatctgacc cccaccaact gcagctggtg 
caagccagcg gaggcccccg acgctcccga 
agcctggttc tgtaccactg gacccagtcc 
gccgagaagg gcctggtgtg cgaggagcgg 
gagccctggt tcatgcggct caacctgggc 
aacatcatca gtgactatga ccagatcatt 
cacgtggtgg ccctgatgcc cgaggtgggc 
cgggagctgc tggacgcact gcccatggat 
gagctcacca ccgactccat gatccccaag 
gccaatgcca ccacggacct catgaaactg 
ccctaccttt ctaaacaaaa gaagctcatg 
tacctgaaga agatcctcgg ggaactggcc 
gagaagagga agctggagaa cgaggggcag 
ttcaccctcg ctgatgtcct cctgggagcc 
tccaagaaat actgggaaga tggcagccgg 
cagagacgct ttgccttccg gaaagtcctg 
gtcatcccca atgctttccg gctggtcaag 
ttcctcatgg gctccctggg tgggatgggc 
tacatctagg gccaggcctg gggcttggtg 
ttccccgtga gctctcagta actcactgtc 
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ttggacagcc ctccccgccc ttcgttctga 
gtagtttaga agtagacgtt gcaaatgctg 
agagaaggaa cgagagagag agagaaaaaa 
tctatcgatt tcaaggtctc aagatgggaa 
aactctttca caggga 


tcatgaacac 
1260 

aaaacattcc 
1320 

gctaaaagag 
1380 

aatgcctttt 
1440 

atctgagggg 
1466 

<210> 6300 
<211> 372 
<212> PRT 
<213> Homo sapiens 


<400> 6300 


Leu 

1 

lie 

Pro 

Gly 

Cys 

5 

His 

Leu 

Gin 

Leu 

Val 

20 

Ala 

His 

Ser Gly 

Gly 

35 

Pro 

Arg 

Arg 

Arg 

Glu 

50 

Ser 

Leu 

Val 

Leu 

Lys 

65 

Val 

Arg 

Leu 

Val 

lie 

70 

Asp 

Val 

Ser 

Leu 

Pro 

85 

Gin 

Leu 

Asn 

Leu 

Gly 

100 

Glu 

Glu 

He 

Ser 

Asp 

115 

Tyr 

Asp 

Gin 

Gly Glu 
130 

His 

Val 

Val 

Ala 

Ala 

145 

Arg 

Val 

Leu 

Gin 

Tyr 

150 

Ala 

Tyr 

Thr 

His 

Gly 

165 

Cys 

Met 

lie 

Pro 

Lys 

180 

Tyr 

Ala 

Ala 

Thr 

Thr 

195 

Asp 

Leu 

Met 

Ser 

Glu 

210 

Pro 

Tyr 

Leu 

Ser 

Glu 

225 

His 

Asp 

Asp 

Val 

Ser 

230 

Met 

Val 

Leu 

Asp 

Gin 

245 

lie 

Asn 

Glu 

Gly 

Gin 

260 

Lys 

Cys 

Leu 

Ala 

Asp 

275 

Val 

Leu 

Leu 

Gly 

Leu 

Ser 

Lys 

Lys 

Tyr 


Gly 

Asp 

Pro 

Gin 

Gin 

Leu 

Arg 

Ala 

10 

Gly 

Glu 

Ser 

Arg 

25 

Gly 

Gly 

Gin 

Tyr 

40 

His 

Trp 

Thr 

Gin 

55 

Ala 

Glu 

Lys 

Gly 

Leu 

Ser 

Glu 

His 

Lys 

75 

Glu 

Val 

Pro 

Val 

90 

lie 

lie 

lie 

lie 

105 

Asp 

Tyr 

Val 

Leu 

120 

Met 

Pro 

Glu 

Val 

135 

Arg 

Glu 

Leu 

Leu 

Asp 

lie 

Leu 

His 

Pro 

155 

Glu 

Thr 

Ala 

Glu 

170 

lie 

Arg 

Lys 

Leu 

185 

Asp 

His 

Glu 

Lys 

200 

Gin 

Lys 

Lys 

Leu 

215 

Tyr 

Leu 

Lys 

Lys 

lie 

Glu 

Ala 

Glu 

Leu 

235 

Glu 

Glu 

Leu 

250 
Trp Leu 

Cys 

Gly 

Ala 

265 

Thr 

Leu 

His 

Trp 

280 

Glu 

Asp Gly 

Ser 


gtaataatac cgtcagtgtg 
tgactcaagg ccacggctct 
caaaaaacca gaaaaccacg 
ctgtgggaga ctgggttagg 


Ser 

Asp 

Pro 

His 

15 

Gin 

Arg 

Cys 

Gly 

30 

Gin 

Ala 

Pro 

Ala 

45 

His 

Trp 

Pro 

Ser 

60 

Phe 

Ser 

Ser 

Gin 

Val 

Cys 

Glu 

Glu 

Arg 

80 

Pro 

Trp 

Phe 

Met 

95 

Arg 

His 

Arg 

Asp 

110 

Asn 

lie 

Glu 

Arg 

125 

Thr 

Phe 

Thr 

Gly 

140 

Ser 

Leu 

Gin 

His 

Ala 

Leu 

Pro 

Met 

Asp 

160 

Leu 

Thr 

Thr 

Asp 

175 

Ser 

Arg 

His 

Leu 

190 

Ala 

Asn 

Glu 

Glu 

205 

Pro 

Gin 

Leu 

Met 

220 

Ala 

Lys 

lie 

Leu 

Leu 

Gly Glu 

Leu 

Ala 

240 

Lys 

Arg 

Lys 

Leu 

255 

Glu 

Gly 

Cys 

Ala 

270 

Phe 

Thr 

Arg 

Leu 

285 

Lys 

Phe 

Leu 

Arg 

Pro 

Asn 

Leu 

Gin 
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290 295 300 


Ser 

Phe 

Phe 

Glu 

Arg 

Val 

Gin 

Arg 

Arg 

Phe 

Ala 

Phe 

Arg 

Lys 

Val 

Leu 

305 





310 





315 





320 

Gly Asp 

lie 

His 

Thr 

Thr 

Leu 

Leu 

Ser 

Ala 

Val 

lie 

Pro 

Asn 

Ala 

Phe 





325 





330 





335 


Arg 

Leu 

Val 

Lys 

Arg 

Lys 

Pro 

Pro 

Ser 

Phe 

Phe 

Gly 

Ala 

Ser 

Phe 

Leu 




340 





345 





350 



Met 

Gly 

Ser 

Leu 

Gly 

Gly 

Met 

Gly 

Tyr 

Phe 

Ala 

Tyr 

Trp 

Tyr 

Leu 

Lys 



355 





360 





365 




Lys 

Lys 

Tyr 

lie 














370 


<210> 6301 

<211> 911 

<212 > DNA 

<213> Homo sapiens 

<4 00> 6301 

nnacgggttt tagaaaaaca agaattacag cagccaacct atgttgccct gagttacata 
60 

aatagattca tgacagatgc tgcccgccga gagcaggagt ccctaaagaa gaagattcag 
120 

ccgaagctct cgctgactct gtccagctca gtgtctcgag ggaatgtgtc cactccccca 
180 

cgccacagca gtggaagcct tactcccccc gtgaccccac ccatcacccc ctcctcttca 
240 

ttccgcagca gcactccgac aggcagcgag tatgacgagg aggaggtgga ctatgaggag 
300 

tcggacagcg atgagtcctg gaccacagag agtgccatca gctccgaagc catcctcagc 
360 

tccatgtgca tgaatggagg ggaagagaag ccttttgcct gcccagttcc tggatgtaaa 
420 

aagagataca agaatgtgaa tggcataaag tatcacgcta agaatggtca cagaacacag 
480 

attcgtgtcc gcaaaccatt caagtgtcgc tgtgggaaga gttacaagac agctcagggc 
540 

ctgcggcacc acacaatcaa tttccatccc ccggtgtcgg ctgagattat caggaagatg 
600 

cagcaataac atgctggtca taactgtgcc aagaaatcct caccagcagt tgctgatttt 
66 0 

gaaaacagcc accttttttc aggggaagca ttcagcaacc ctttaaagaa aaagaattaa 
720 

atgcatgctt taaatttttt ctgtaatttt ggaatgatgt atctttgtag agttaatgat 
780 

tttgtacatt tgcacatgta atcatcatac ccattttcat tactttgata taaggtgcta 
840 

aacaaaaaaa gctctaggtt cttcagcaca tttcccccaa aacaaaataa aattgagggc 
900 

atgttgcaaa a 
911 

<210> 6302 
<2H> 202 
<212> PRT 
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<213 > Homo sapiens 
<400> 6302 

Xaa Arg Val Leu Glu Lys Gin Glu Leu Gin Gin Pro Thr Tyr Val Ala 

15 10 15 

Leu Ser Tyr lie Asn Arg Phe Met Thr Asp Ala Ala Arg Arg Glu Gin 

20 25 30 

Glu Ser Leu Lys Lys Lys lie Gin Pro Lys Leu Ser Leu Thr Leu Ser 

35 40 45 

Ser Ser Val Ser Arg Gly Asn Val Ser Thr Pro Pro Arg His Ser Ser 

50 55 60 

Gly Ser Leu Thr Pro Pro Val Thr Pro Pro lie Thr Pro Ser Ser Ser 

65 70 75 80 

Phe Arg Ser Ser Thr Pro Thr Gly Ser Glu Tyr Asp Glu Glu Glu Val 

85 90 95 

Asp Tyr Glu Glu Ser Asp Ser Asp Glu Ser Trp Thr Thr Glu Ser Ala 

100 105 110 

lie Ser Ser Glu Ala lie Leu Ser Ser Met Cys Met Asn Gly Gly Glu 

115 120 125 

Glu Lys Pro Phe Ala Cys Pro Val Pro Gly Cys Lys Lys Arg Tyr Lys 

130 135 140 

Asn Val Asn Gly lie Lys Tyr His Ala Lys Asn Gly His Arg Thr Gin 

145 150 155 160 

lie Arg Val Arg Lys Pro Phe Lys Cys Arg Cys Gly Lys Ser Tyr Lys 

165 170 175 

Thr Ala Gin Gly Leu Arg His His Thr lie Asn Phe His Pro Pro Val 

180 185 190 

Ser Ala Glu lie lie Arg Lys Met Gin Gin 

195 200 

<210> 6303 
<211> 676 
<212 > DNA 

<213 > Homo sapiens 
<400 > 6303 

aaagttcatg ttgttgatct aaaggcagaa tctgtagctg ctcctataac tgttcgtgct 
60 

tacttaaatc agacagttac agaattcaaa caactgattt caaaggccat ccatttacct 
120 

gctgaaacaa tgagaatagt gctggaacgc tgctacaatg atttgcgtct tctcagtgtc 
180 

tccagtaaaa ccctgaaagc tgaaggattt tttagaagta acaaggtgtt tgttgaaagc 
240 

tccgagactt tggattacca gatggccttt gcagactctc atttatggaa actcctggat 
300 

cggcatgcaa atacaatcag attatttgtt ttgctacctg aacaatcccc agtatcttat 
360 

tccaaaagga cagcatacca gaaagctgga ggcgattctg gtaatgtgga tgatgactgt 
420 

gaaagagtca aaggacctgt aggaagccta aagtctgtgg aagctattct agaagaaagc 
480 

actgaaaaac tcaaaagctt gtcactgcag caacagcagg atggagataa tggggacagc 
540 
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agcaaaagta ctgagacaag tgactttgaa aacatcgaat cacctctcaa tgagagggac 
600 

tcttcagcat cagtggataa tagagaactt gaacagcata ttcagacttc tgatccagaa 
660 

aaattttcag tctgaa 
676 

<210> 6304 
<211> 181 
<212> PRT 

<213 > Homo sapiens 
<400> 6304 

Met Arg lie Val Leu Glu Arg Cys Tyr Asn Asp Leu Arg Leu Leu Ser 
15 10 15 

Val Ser Ser Lys Thr Leu Lys Ala Glu Gly Phe Phe Arg Ser Asn Lys 
20 25 30 

Val Phe Val Glu Ser Ser Glu Thr Leu Asp Tyr Gin Met Ala Phe Ala 
35 40 45 

Asp Ser His Leu Trp Lys Leu Leu Asp Arg His Ala Asn Thr lie Arg 
50 55 60 

Leu Phe Val Leu Leu Pro Glu Gin Ser Pro Val Ser Tyr Ser Lys Arg 

65 70 75 80 

Thr Ala Tyr Gin Lys Ala Gly Gly Asp Ser Gly Asn Val Asp Asp Asp 

85 90 95 

Cys Glu Arg Val Lys Gly Pro Val Gly Ser Leu Lys Ser Val Glu Ala 
100 105 110 

lie Leu Glu Glu Ser Thr Glu Lys Leu Lys Ser Leu Ser Leu Gin Gin 
115 120 125 

Gin Gin Asp Gly Asp Asn Gly Asp Ser Ser Lys Ser Thr Glu Thr Ser 
130 135 140 

Asp Phe Glu Asn lie Glu Ser Pro Leu Asn Glu Arg Asp Ser Ser Ala 

•145 150 155 160 

Ser Val Asp Asn Arg Glu Leu Glu Gin His lie Gin Thr Ser Asp Pro 

165 170 175 

Glu Lys Phe Ser Val 
180 

<210> 6305 
<211> 3853 
<212 > DNA 

<213 > Homo sapiens 
<400> 6305 

cagtgccagg ctggaggcgg cagcggttgg aggcttcgcc cggctttgca gcggggactt 
60 

cggcggcggc gcctcaggca cctcggcccg gacacgatga ggcgagtggt ccggcagagc 
120 

aaattccggc atgtgttcgg gcagccggtc aagaacgacc agtgctatga ggacattcgc 
180 

gtgtcccgtg ttacctggga cagcaccttc tgcgccgtca accccaagtt cctggcggtg 
240 

attgtggagg ccagtggagg gggtgccttt ctggtgctcc ccctaagcaa gacgggccgc 
300 
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attgacaagg 

360 

cctaccctac 

agtatgtggg 

cacacaggac 

cagtgctgga 

catcgactgg 

tgcccacata 

420 

acgatcaggt 

cattgccagc 

ggttcagagg 

actgcacggt 

catggtatgg 

cagatcccag 

480 

aaaatggact 

cacctccccg 

ctgacagagc 

cggtggtggt 

actggagggg 

cacaccaagc 

540 

gagtgggcat 

catcgcctgg 

caccccacgg 

cccgaaacgt 

gctgctcagt 

gcaggctgcg 

600 

acaacgtggt 

actcatctgg 

aatgtgggca 

cagcggagga 

gctgtaccgc 

ctggacagcc 

660 

tgcaccctga 

cctcatctac 

aatgtcagct 

ggaaccacaa 

tggcagcctg 

ttttgctcag 

720 

catgcaagga 

caagagcgtg 

cgcatcatcg 

acccccgtcg 

gggcaccctg 

gtggcagagc 

780 

gggagaaggc 

tcatgagggg 

gcccggccca 


cttcctggca 

gatggcaagg 

840 

tgttcaccac 

aggcttcagc 

cgaatgagcg 

agcggcagct 

ggcgctctgg 

aatccgaaaa 

900 

atatgcagga 

accaattgct 

cttcatgaga 

tggacactag 

caatggggtg 

ttgctgcctt 

960 

tctatgaccc 

tgacaccagc 

atcatttact 

tatgtggaaa 

gggtgacagc 

agtattcgct 

1020 

attttgagat 

cacggatgaa 

tccccgtacg 

tccactacct 

caacacattc 

agcagcaagg 

1080 

agcctcagag 

agggatgggt 

tacatgccca 

agaggggact 

tgatgttaac 

aaatgtgaga 

1140 

ttgccagatt 

cttcaaactt 

catgagagaa 

agtgtgaacc 

tattattatg 

actgttccca 

1200 

ggaagtctga 

ccttttccaa 

gatgacctgt 

atcctgacac 

agcggggcca 

gaggccgcgc 

1260 

tggaggcaga 

agagtggttc 

gaaggcaaga 

atgcagaccc 

aatcctcatc 

tccttgaagc 

1320 

acgggtacat 

tccaggcaaa 

aacagggatc 

tcaaggtggt 

caagaagaac 

attctggata 

1380 

gcaagcccac 

tgcaaacaag 

aagtgcgacc 

tgatcagcat 

ccccaagaaa 

accacagaca 

1440 

cggccagtgt 

gcaaaatgaa 

gccaagttgg 

atgagatttt 

aaaagagatc 

aaatctataa 

1500 

aagacacaat 

ctgcaatcaa 

gatgagcgta 

tttccaagtt 

agaacagcag 

atggcaaaga 

1560 

tagcagcctg 

aaggtcccac 

ccccacccct 

acagaaaaaa 

tgggagcaag 

aacttgtgct 

1620 

tgggagctgg 

ttattggtgt 

ggtcctaggg 

agggcggaaa 

gggaggcact 

gccatttgga 

1680 

gacattccat 

ttcagatttg 

tcaaccagcg 

ataggccaca 

ttccagtaag 

aactcaattt 

1740 

gtctcccaaa 

tttgcagaaa 

caaaacgtga 

tttaaaagct 

gagcttttta 

tcagaaagct 

1800 

tttttgatgt 

tttaagtgtt 

atgtgacttg 

ttgaactttt 

taaaaagtgc 

tacttttaaa 

1860 

atcccagata 

ctctgaattt 

tagaaaacaa 

actaattctg 

attgtgtcgt 

gcccaagtac 

1920 

cctttttttt 

ttaatgaata 

gggaccaatg 

ccacattgct 

ttttatattt 
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ctttcttttt taatgttgcc 
1980 

tttgcagtat ttgtgtgtgt 
2040 

gtttataaac taaatgaaga 
2100 

aaagcagtag ccacatggtg 
2160 

gtacaacagg aagacttgaa 
2220 

gagtcttctg atcaaaaaag 
2280 

attgggtgtt tgtaccagaa 
2340 

ataatctaac ccaaactagc 
2400 

cattcatcac tttaaacatc 
2460 

gacaggaaga cgtgtactgc 
2520 

cttgagtaca gtggtgggga 
2580 

tgatcctgtt tccctgtgct 
2640 

accaacaaag ctcctgctct 
2700 

ccccagccat tccttctttc 
2760 

ggccagaggg tgcgattgaa 
2820 

aaacaggagc gcagacctct 
2880 

ctaacctgcc ctgcctctcc 
2940 

gactcggagg gggccagaga 
3000 

ctttgccccg tttccagttt 
3060 

tgttttggaa gggctgtctg 
3120 

gggaattctt gcacatgctc 
3180 

gcagggagcc agggtgaggg 
3240 

agaaaaagga ccatgttctt 
3300 

gcatctgaat gtttgatgtg 
3360 

atcatgagat gtaaagaaaa 
3420 

ctttatcaat gtaatctgct 
3480 

tgatatcgaa ttaatgaagt 
3540 


aaaaccaaaa gtagctttgt 
ggtttttttt ccttaatttg 
taagatatta ttttgtataa 
ctggctcctt tgcagcacaa 
aaatcacgtg gattcatatt 
ctcacgtcgt atttcttctt 
tggaattttg cttctcggtt 
atgtgtttct gcagtttgtt 
atgtttcagg ttttggtcaa 
tgagtgttcc ttcttgccct 
ctaaaaatgt gggcatgtgg 
gtccccatgc tgtgttggag 
accctcttcc tcacatgtgc 
cttcctgcct tttagctcta 
tgagtattga gactgaggag 
gctgtagctt taatgcatac 
atctcgcacc aaggctgcgt 
ctgagctctg gtcacctgtt 
cttatagtgc atgcttggga 
tgattgaacg tgaaatgtgt 
gtgctggtgt gggcatggga 
cagagtgtgg tgacagccga 
atccagccaa tactgggagt 
gttttgtgtg tgtgtatgta 
caataatggc aatgacttat 
gaggaccttt tgtctaagat 
aaagttgttg atggtggtga 


tttcctttgt attttgctac 
aaagggacag cactgtgtat 
acattcatct gagaacaatc 
acctggtcat tttgatgact 
accaccgctc tcatttcatg 
ttcctttctc ttttctagaa 
atcctgtgct tcagatgatt 
acacacctag gatcatattg 
tacttgacaa gggtgcccag 
tttcagcagc ttgcccagct 
agaggggtat ttgccctggg 
gaggaagtgg ctctccttcc 
tgcgacctct ctcagggctc 
accacattaa gctaagacaa 
aatgatagag agtgaagcag 
aaacatgtcc ctccgcacaa 
caaagcacag aggctccccg 
cattcctcgg ttagctggaa 
aacaagattt aaggagcctc 
agtgc c attg ggaccacgaa 
ctggctggaa acgtctgtat 
acttggagta atgtccgtgt 
gctgtctcca caatttcagg 
tgtgtttaat attgaagtgg 
attcaaatct gtatttgttt 
tcagtagtgt tttaaggttc 
aacaccgtag ggcatgtggt 
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tcaaagagaa gcaggagggc aagggaaagt taccctgatc ttagtttgta gcttatgact 
3600 

tatttaatga atggatgccc agccaagctc agagtaggcg cccaaagcat tgtggattat 
3660 

tttcctgttt tgtctttttt tttttttttt ttaagccatg acatcccaga agaggacagt 
3720 

gaattactcc taggtcggct cttatagagt ggccatagtg ttctgtcaaa acacttgctt 
3780 

ccattttcag agataaaaat cattgattac aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
3840 

aaaaaaaaaa aaa 
3853 

<210> 6306 
<211> 474 
<212> PRT 

<213> Homo sapiens 
<400> 6306 

Met Arg Arg Val Val Arg Gin Ser Lys Phe Arg His Val Phe Gly Gin 
1 5 10 15 

Pro Val Lys Asn Asp Gin Cys Tyr Glu Asp lie Arg Val Ser Arg Val 
20 25 30 

Thr Trp Asp Ser Thr Phe Cys Ala Val Asn Pro Lys Phe Leu Ala Val 
35 40 45 

lie Val Glu Ala Ser Gly Gly Gly Ala Phe Leu Val Leu Pro Leu Ser 
50 55 60 

Lys Thr Gly Arg lie Asp Lys Ala Tyr Pro Thr Val Cys Gly His Thr 

65 70 75 80 

Gly Pro Val Leu Asp lie Asp Trp Cys Pro His Asn Asp Gin Val lie 

85 90 95 

Ala Ser Gly Ser Glu Asp Cys Thr Val Met Val Trp Gin lie Pro Glu 
100 105 110 

Asn Gly Leu Thr Ser Pro Leu Thr Glu Pro Val Val Val Leu Glu Gly 
115 120 125 

His Thr Lys Arg Val Gly lie lie Ala Trp His Pro Thr Ala Arg Asn 
130 135 140 

Val Leu Leu Ser Ala Gly Cys Asp Asn Val Val Leu lie Trp Asn Val 

145 150 155 160 

Gly Thr Ala Glu Glu Leu Tyr Arg Leu Asp Ser Leu His Pro Asp Leu 

165 170 175 

lie Tyr Asn Val Ser Trp Asn His Asn Gly Ser Leu Phe Cys Ser Ala 
180 185 190 

Cys Lys Asp Lys Ser Val Arg lie lie Asp Pro Arg Arg Gly Thr Leu 
195 200 205 

Val Ala Glu Arg Glu Lys Ala His Glu Gly Ala Arg Pro Met Arg Ala 
210 215 220 

lie Phe Leu Ala Asp Gly Lys Val Phe Thr Thr Gly Phe Ser Arg Met 

225 230 235 240 

Ser Glu Arg Gin Leu Ala Leu Trp Asn Pro Lys Asn Met Gin Glu Pro 

245 250 255 

He Ala Leu His Glu Met Asp Thr Ser Asn Gly Val Leu Leu Pro Phe 
260 265 270 

Tyr Asp Pro Asp Thr Ser lie lie Tyr Leu Cys Gly Lys Gly Asp Ser 
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275 





280 





285 




Ser 

lie 

Arg 

Tyr 

Phe 

Glu 

lie 

Thr 

Asp 

Glu 

Ser 

Pro 

Tyr 

Val 

His 

Tyr 


290 





295 





300 





Leu 

Asn 

Thr 

Phe 

Ser 

Ser 

Lys 

Glu 

Pro 

Gin 

Arg Gly 

Met 

Gly 

Tyr 

Met 

305 





310 





315 





320 

Pro 

Lys 

Arg 

Gly 

Leu 

Asp 

Val 

Asn 

Lys 

Cys 

Glu 

lie 

Ala 

Arg 

Phe 

Phe 




325 





330 





335 


Lys 

Leu 

His 

Glu 

Arg 

Lys 

Cys 

Glu 

Pro 

lie 

lie 

Met 

Thr 

Val 

Pro 

Arg 



340 





345 





350 



Lys 

Ser 

Asp 

Leu 

Phe 

Gin 

Asp 

Asp 

Leu 

Tyr 

Pro Asp 

Thr 

Ala 

Gly 

Pro 



355 





360 





365 




Glu 

Ala 

Ala 

Leu 

Glu 

Ala 

Glu 

Glu 

Trp 

Phe 

Glu Gly 

Lys 

Asn 

Ala 

Asp 


370 





375 





380 





Pro 

He 

Leu 

lie 

Ser 

Leu 

Lys 

His 

Gly 

Tyr 

lie 

Pro 

Gly 

Lys 

Asn 

Arg 

385 





390 





395 





400 

Asp 

Leu 

Lys 

Val 

Val 

Lys 

Lys 

Asn 

lie 

Leu 

Asp 

Ser 

Lys 

Pro 

Thr 

Ala 




405 





410 





415 


Asn 

Lys 

Lys 

Cys 

Asp 

Leu 

lie 

Ser 

lie 

Pro 

Lys 

Lys 

Thr 

Thr 

Asp 

Thr 




420 





425 





430 



Ala 

Ser 

Val 

Gin 

Asn 

Glu 

Ala 

Lys 

Leu 

Asp 

Glu 

lie 

Leu 

Lys 

Glu 

lie 



435 





440 





445 




Lys 

Ser 

lie 

Lys 

Asp 

Thr 

lie 

Cys 

Asn 

Gin 

Asp 

Glu 

Arg 

lie 

Ser 

Lys 

450 





455 





460 





Leu 

Glu 

Gin 

Gin 

Met 

Ala 

Lys 

lie 

Ala 

Ala 







465 





470 












<2 10 > 6307 
<211> 2119 
<212> DNA 

<213> Homo sapiens 
<400> 6307 

nncctggctt ccttctacct gtgcggccct caacgcctcc ttggtgcggg acccgcttca 
60 

ctttcggctc ccggagtctc cctccactgc tcagacctct ggacctgaca ggagacgcct 
120 

acttggctct gacgcggcgc cccagcccgg ctgtgtcccc ggcgccccgg accaccctcc 
180 

ctgccggctt tgggtgcgtt gtggggtccc gaggattcgc gagatttgtt gaaagacatt 
240 

caagattacg aagtttagat gaccaaaatg gatatccgag gtgctgtgga tgctgctgtc 
300 

cccaccaata ttattgctgc caaggctgca gaagttcgtg caaacaaagt caactggcaa 
360 

tcctatcttc agggacagat gatttctgct gaagattgtg agtttattca gaggtttgaa 
420 

atgaaacgaa gccctgaaga gaagcaagag atgcttcaaa ctgaaggcag ccagtgtgct 
480 

aaaacattta taaatctgat gactcatatc tgcaaagaac agaccgttca gtatatacta 
540 

actatggtgg atgatatgct gcaggaaaat catcagcgtg ttagcatttt ctttgactat 
600 

gcaagatgta gcaagaacac tgcgtggccc tactttctgc caatgttgaa tcgccaggat 
660 
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cccttcactg ttcatatggc 
720 

ctgatggaag gcagtgactt 
780 

cagaaactgc gtggtagcgg 
840 

tcgcagtatg tgcagtgcgt 
900 

cgctttgctt gggtggaagc 
960 

tgtggctttc agctccagta 
1020 

caaatgtgtg aacacctgcg 
1080 

gagtctgtca aagagaaagt 
1140 

aaatcaactg aaagagaaac 
1200 

ctgaaacagt tggagaactt 
1260 

atcaaatttc ttttggaaaa 
1320 

tacagttcag aacttaaatc 
1380 

ttttggagag agaatgctgt 
1440 

acaaaacttt tggaagtgtc 
1500 

ggagaatatg tgcggcatta 
1560 

cagctggtca tgaaccacat 
1620 

gccgtgcaga agctcatggt 
1680 

cagccccaga ccgctgccgc 
1740 

tgcagaacca gtagtgggag 
1800 

cttggaattt cctctgttat 
1860 

aataacatgt ttgcctgtta 
1920 

ttactgttac atatactgct 
1980 

ttattaaagg attctcactc 
2040 

tcaactgttg tctcttttca 
2100 

ataaatgttt taaaatcta 
2119 


agcaagaatt attgccaagt 
aaattactat ttcaattgga 
tgttgctgtt gaaacaggaa 
ggccgggtgt ttgcagctga 
agatggggta aattgcataa 
tcaaatgatt ttttcaatat 
gcgctataat atcattccag 
aacaagaatc attcttgcag 
tcgccaagaa tatgccctgg 
ggaacagcag aagtacgatg 
acttggagag agtgtccagg 
tggaaggttg gaatggagtc 
gaggttaaat gagaagaatt 
agatgatccc caagtcttag 
tccacgaggc aaacgggtca 
gcatcatgaa gaccagcagg 
gcacaactgg gaataccttg 
ccgaagctaa gcctgcctct 
cactgtgttt agagttaaga 
atagcttttc ccaatgctaa 
agttgtataa aagtaggtga 
tgcaatttct gtatttattg 
caaacatggc ctctctcttt 
aaccaaattg ggagaattgt 


tagcagcttg gggaaaagaa 
taaaaactca gctgagttca 
cagtctcttc aagtgatagt 
tgctccgggt caatgagtac 
tgggagtgtt gagtaacaag 
ggctcctggc attcagtcct 
ttctgtctga tatccttcag 
catttcgtaa ctttttagaa 
ctatgattca gtgcaaagtt 
atgaagatat cagcgaagat 
accttagttc atttgatgaa 
ctgtg cac aa atctgagaaa 
atgaactctt gaaaatcttg 
ctgttgctgc tcacgatgtt 
tcgagcagct cggtgggaag 
tccgctataa tgctctgctg 
gcaagcagct ccagtccgag 
ggccttcccc tccgcctcaa 
gtgaacactg tttgatttta 
tttccaaaca acaacaacaa 
ttctgtattt aaagaaaata 
ttctctggaa ataaatatag 
acttggactt tgaacaaaag 
tgcaaagtag tgaatggcaa 


<210> 6308 
<211 > 483 
<212> PRT 
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<213 > Homo sapiens 


<400> 6308 


Met Thr 

Lys 

Met 

Asp 

lie 

Arg Gly 

Ala 

Val 

Asp 

Ala 

Ala 

Val 

Pro 

Thr 

1 



5 





10 





15 


Asn lie 

lie 

Ala 

Ala 

Lys 

Ala 

Ala 

Glu 

Val 

Arg 

Ala 

Asn 

Lys 

Val 

Asn 



20 





25 





30 



Trp Gin 

Ser 

Tyr 

Leu 

Gin 

Gly Gin 

Met 

lie 

Ser 

Ala 

Glu 

Asp 

Cys 

Glu 


35 





40 





45 




Phe lie 

Gin Arg 

Phe 

Glu 

Met 

Lys 

Arg 

Ser 

Pro 

Glu 

Glu 

Lys 

Gin 

Glu 

50 





55 





60 





Met Leu 

Gin 

Thr 

Glu 

Gly 

Ser 

Gin 

Cys 

Ala 

Lys 

Thr 

Phe 

lie 

Asn 

Leu 

65 




70 





75 





80 

Met Thr 

His 

lie 

Cys 

Lys 

Glu 

Gin 

Thr 

Val 

Gin 

Tyr 

lie 

Leu 

Thr 

Met 




85 





90 





95 


Val Asp 

Asp 

Met 

Leu 

Gin 

Glu 

Asn 

His 

Gin 

Arg 

Val 

Ser 

lie 

Phe 

Phe 



100 





105 





110 



Asp Tyr 

Ala Arg 

Cys 

Ser 

Lys 

Asn 

Thr 

Ala 

Trp 

Pro 

Tyr 

Phe 

Leu 

Pro 


115 





120 





125 




Met. Leu 

Asn Arg 

Gin 

Asp 

Pro 

Phe 

Thr 

Val 

His 

Met 

Ala 

Ala 

Arg 

lie 

130 





135 





140 





He Ala 

Lys 

Leu 

Ala 

Ala 

Trp 

Gly Lys 

Glu 

Leu 

Met 

Glu 

Gly 

Ser 

Asp 

145 




150 





155 





160 

Leu Asn 

Tyr Tyr 

Phe 

Asn 

Trp 

lie 

Lys 

Thr 

Gin 

Leu 

Ser 

Ser 

Gin 

Lys 




165 





170 





175 


Leu Arg 

Gly Ser 

Gly 

Val 

Ala 

Val 

Glu 

Thr 

Gly 

Thr 

Val 

Ser 

Ser 

Ser 



180 





185 





190 



Asp Ser 

Ser 

Gin 

Tyr 

Val 

Gin 

Cys 

Val 

Ala 

Gly 

Cys 

Leu 

Gin 

Leu 

Met 


195 





200 





205 




Leu Arg 

Val 

Asn 

Glu 

Tyr 

Arg 

Phe 

Ala 

Trp 

Val 

Glu 

Ala 

Asp 

Gly 

Val 

210 





215 





220 





Asn Cys 

lie 

Met 

Gly 

Val 

Leu 

Ser 

Asn 

Lys 

Cys 

Gly 

Phe 

Gin 

Leu 

Gin 

225 




230 





235 





240 

Tyr Gin 

Met 

lie 

Phe 

Ser 

lie 

Trp 

Leu 

Leu 

Ala 

Phe 

Ser 

Pro 

Gin 

Met 




245 





250 





255 


Cys Glu 

His 

Leu 

Arg 

Arg 

Tyr 

Asn 

lie 

lie 

Pro 

Val 

Leu 

Ser 

Asp 

lie 



260 





265 





270 



Leu Gin 

Glu 

Ser 

Val 

Lys 

Glu 

Lys 

Val 

Thr 

Arg 

lie 

lie 

Leu 

Ala 

Ala 


275 





280 





285 




Phe Arg 

Asn 

Phe 

Leu 

Glu 

Lys 

Ser 

Thr 

Glu 

Arg 

Glu 

Thr 

Arg 

Gin 

Glu 

290 





295 





300 





Tyr Ala 

Leu 

Ala 

Met 

lie 

Gin 

Cys 

Lys 

Val 

Leu 

Lys 

Gin 

Leu 

Glu 

Asn 

305 




310 





315 





320 

Leu Glu 

Gin 

Gin 

Lys 

Tyr 

Asp 

Asp 

Glu 

Asp 

lie 

Ser 

Glu 

Asp 

lie 

Lys 




325 





330 





335 


Phe Leu 

Leu 

Glu 

Lys 

Leu 

Gly Glu 

Ser 

Val 

Gin 

Asp 

Leu 

Ser 

Ser 

Phe 



340 





345 





350 



Asp Glu 

Tyr 

Ser 

Ser 

Glu 

Leu 

Lys 

Ser 

Gly 

Arg 

Leu 

Glu 

Trp 

Ser 

Pro 


355 





360 





365 




Val His 

Lys 

Ser 

Glu 

Lys 

Phe 

Trp Arg 

Glu 

Asn 

Ala 

Val 

Arg 

Leu 

Asn 

370 





375 





380 





Glu Lys 

Asn 

Tyr 

Glu 

Leu 

Leu 

Lys 

He 

Leu 

Thr 

Lys 

Leu 

Leu 

Glu 

Val 

385 




390 





395 





400 

Ser Asp 

Asp 

Pro 

Gin 

Val 

Leu 

Ala 

Val 

Ala 

Ala 

His 

Asp 

Val 

Gly 

Glu 
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405 





410 





415 


Tyr 

Val 

Arg 

His 

Tyr 

Pro 

Arg 

Gly Lys 

Arg 

Val 

He 

Glu 

Gin 

Leu Gly 




420 





425 





430 



Gly Lys 

Gin 

Leu 

Val 

Met 

Asn 

His 

Met 

His 

His 

Glu 

Asp 

Gin 

Gin 

Val 



435 





440 





445 




Arg 

Tyr 

Asn 

Ala 

Leu 

Leu 

Ala 

Val 

Gin 

Lys 

Leu 

Met 

Val 

His 

Asn Trp 


450 





455 





460 





Glu 

Tyr 

Leu 

Gly 

Lys 

Gin 

Leu 

Gin 

Ser 

Glu 

Gin 

Pro 

Gin 

Thr 

Ala 

Ala 

465 





470 





475 





480 

Ala 

Arg 

Ser 















<210> 6309 

<211> 564 

<212> DNA 

<213> Homo sapiens 

<400> 6309 

cggccgcagc gttcacggtg acatcgcaaa aggcgagggg gagacgcgcc cgcgggaccc 
60 

cttcccggtg tgctcccacg tggcgtcgac cgggaagaag gggccggtag ggagcccttc 
120 

ccaggcgcct cccacggggt tcccccgcag ccgcgacacc accaacagtc gccgcaaccg 
180 

ccgcgtggaa cagacgaccc gggtctcaaa gaggcggcgc gggcgggacg cagcccctgg 
240 

tccatctcgg gcgccgcctg atgcactcct actgcgcccg ggtcctcccg gcctgtctca 
300 

ctttgggggg ctcagggtcc tcacggggga cgcctgcacg taagccagga cggcgttctg 
360 

caggaagctc gccctctggg cctcctcgtc ccggatgcgg gcgatctccg cctcccggag 
420 

ccgcagcttc tcccggagag acgcgttctc gctctccctg tccagcagcg cgatctgagc 
480 

tcactggaac ctccacctcc caggttcgag tgattctcct gcctcagcct cctgagtagc 
540 

tggtattaca gggtgccacc acta 
564 

<21Q> 6310 
<211> 83 
<212> PRT 

<213> Homo sapiens 


<400> 6310 


Cys 

Thr 

Pro 

Thr 

Ala 

Pro 

Gly 

Ser 

Ser Arg 

Pro 

Val 

Ser 

Leu Trp 

Gly 

1 




5 





10 




15 


Ala 

Gin 

Gly 

Pro 

His 

Gly 

Gly 

Arg 

Leu 

His 

Val 

Ser 

Gin 

Asp Gly 

Val 




20 





25 





30 


Leu 

Gin 

Glu 

Ala 

Arg 

Pro 

Leu 

Gly 

Leu 

Leu 

Val 

Pro 

Asp 

Ala Gly 

Asp 



35 





40 





45 



Leu 

Arg 

Leu 

Pro 

Glu 

Pro 

Gin 

Leu 

Leu 

Pro 

Glu Arg 

Arg 

Val Leu 

Ala 


50 





55 





60 




Leu 

Pro 

Val 

Gin 

Gin 

Arg 

Asp 

Leu 

Ser 

Ser 

Leu 

Glu 

Pro 

Pro Pro 

Pro 
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65 70 

Arg Phe Glu 


<210> 6311 
<211> 1548 
<212> DNA 

<213 > Homo sapiens 
<400> 6311 

nggtttggca agagaccaac ctcagctcag 
60 

tgagcttttt actgaatttt atagcaactc 
120 

tttaaagatc ttatggggct caaatactaa 
180 

caaataatct ctcagctgat atttcaattt 
240 

ctacacagtc atgggctggc acatgtctgg 
300 

ttaagacctg acctgaagac gaaaagctat 
360 

aagaagttgg gctgtaaatc atttaaatgg 
420 

atatctgggt cccacgccaa accccaacaa 
480 

cccaaagtcc ttcaacgtgg aaggctctat 
540 

cagggccgcc caagtcagaa gggaggtctc 
600 

ccaaatcaga tctggatcta taatgaagag 
660 

ctagatatgt cagagactcg ctcatcagac 
720 

ggaggatccc agcagtggac ctttgggaaa 
780 

cagtgcctga gagcagtgga tcccctgggt 
840 

gatggctcct cttcacagca gtggcatttg 
900 

gttgcttcat caggcgttgc ctccggtgtg 
960 

ggtggagcag aaccatcttg gagaagatga 
1020 

tgtgttagca gaggtgacac gtgtctgaca 
1080 

agaagtgagt gtccacgggt gaagaagtga 
1140 

ttgagctgct gttaaggaat ttcttgctta 
1200 

tagaattggg cttgtacaga aggataaaac 
1260 

atttatgcct ctttttaatc ccctttaatg 
1320 


75 80 


actttccatc tgagcacagc cgtttggcta 
tgatttcttc ctttaaatga ttggaggctt 
cttcataaat ggccttttga ataacagcag 
actaaggaag cacaaattaa aacattcctg 
ttggatgaat acaaggagca gtatttttcc 
ggcaatatca gtgagcgtgt ggaactgaga 
tatttggata atgtataccc agagatgcag 
cccatttttg tcaatagagg gccaaaacga 
cacctccaga ccaacaaatg cctggtggcc 
gtggtgctta aggcctgtga ctacagtgac 
catgaattgg . ttttaaatag tctcctttgt 
ccgccacggc tcatgaaatg ccacgggtca 
aacaatcggc tataccaggt gtcggttgga 
cagaagggct ctgtcgccat ggcgatctgc 
gaaggttaag gtggatgctg tggcgggaac 
gagtttgggg ctttaggaaa gcctgggttg 
cagttccctg tcctcccgga gatgcctggg 
gagacgggag ctctgagtgt ccacgggtga 
gtatgtttca cctggacatt aaggtgatgt 
tagaggcaaa ccacagtatc attttaactc 
ccaggaaaat ggatatttct attcagattt 
atgcagtggt ttttatctga tcaggaactt 
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gtcatgattt cctttcttag acttcatagg agatagtgct ttaaaaaaaa aaaaacttct 
1380 

attatttgtt tagtatgttg taagtagatc attttaaaaa actgaatcta tattatgttt 
1440 

aacttcagaa ggcatcattt ataagacagt atggcagtta attataaaat tattttgatg 
1500 

aattatgata caatctacat aataaagaat ccttttgatt aaaaaaaa 
1548 

<210> 6312 
<211> 234 
<212> PRT 

<213> Homo sapiens 


<400> 6312 


Gin 

Gin 

Gin 

lie 

lie 

Ser 

Gin 

Leu 

lie 

Phe 

Gin 

Phe 

Thr 

Lys 

Glu 

Ala 

1 




5 





10 





15 


Gin 

He 

Lys 

Thr 

Phe 

Leu 

Leu 

His 

Ser 

His 

Gly 

Leu 

Ala 

His 

Val 

Trp 




20 





25 





30 



Leu 

Asp 

Glu 

Tyr 

Lys 

Glu 

Gin 

Tyr 

Phe 

Ser 

Leu 

Arg 

Pro 

Asp 

Leu 

Lys 



35 





40 





45 




Thr 

Lys 

Ser 

Tyr 

Gly 

Asn 

lie 

Ser 

Glu 

Arg 

Val 

Glu 

Leu 

Arg 

Lys 

Lys 


50 





55 





60 





Leu Gly 

Cys 

Lys 

Ser 

Phe 

Lys 

Trp 

Tyr 

Leu 

Asp 

Asn 

Val 

Tyr 

Pro 

Glu 

65 





70 





75 





80 

Met 

Gin 

lie 

Ser 

Gly 

Ser 

His 

Ala 

Lys 

Pro 

Gin 

Gin 

Pro 

lie 

Phe 

Val 





85 





90 





95 


Asn 

Arg 

Gly 

Pro 

Lys 

Arg 

Pro 

Lys 

Val 

Leu 

Gin 

Arg 

Gly 

Arg 

Leu 

Tyr 




100 





105 





110 



His 

Leu 

Gin 

Thr 

Asn 

Lys 

Cys 

Leu 

Val 

Ala 

Gin 

Gly 

Arg 

Pro 

Ser 

Gin 



115 





120 





125 




Lys 

Gly 

Gly 

Leu 

Val 

Val 

Leu 

Lys 

Ala 

Cys 

Asp 

Tyr 

Ser 

Asp 

Pro 

Asn 


130 





135 





140 





Gin 

lie 

Trp 

lie 

Tyr 

Asn 

Glu 

Glu 

His 

Glu 

Leu 

Val 

Leu 

Asn 

Ser 

Leu 

145 





150 





155 





160 

Leu 

Cys 

Leu 

Asp 

Met 

Ser 

Glu 

Thr 

Arg 

Ser 

Ser 

Asp 

Pro 

Pro 

Arg 

Leu 





165 





170 





175 


Met 

Lys 

Cys 

His 

Gly 

Ser 

Gly 

Gly 

Ser 

Gin 

Gin 

Trp 

Thr 

Phe 

Gly 

Lys 




180 





185 





190 



Asn 

Asn 

Arg 

Leu 

Tyr 

Gin 

Val 

Ser 

Val 

Gly 

Gin 

Cys 

Leu 

Arg 

Ala 

Val 



195 





200 





205 




Asp 

Pro 

Leu 

Gly 

Gin 

Lys 

Gly 

Ser 

Val 

Ala 

Met 

Ala 

lie 

Cys 

Asp 

Gly 


210 





215 





220 





Ser 

Ser 

Ser 

Gin 

Gin 

Trp 

His 

Leu 

Glu 

Gly 








225 230 

<210> 6313 

<211> 725 

<212> DNA 

<213 > Homo sapiens 

<4 00> 6313 

tttttttttt tttttttttt tttttttttg gtaattaaca taatttatta cgcaaaaaat 
60 
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gagaaaatat acagcaggag ggatgaggag tacacatagg aaatttctgt gattttcttc 
120 

attttgatcg tattgctttc ttgtcttcag gagggaagat ttcgacttca aaagtaacaa 
180 

aatatttaag aagagaattc acatctttct gttctagctg gtattcttgc attattttct 
240 

cagcagtcca ggtttctggg aaaagcttat gattattgag aagtgtcaat gcttctacaa 
300 

tggaaatttt gcctttggga atgctcttaa tatttatcat atcaaaatga tggtctttcg 
360 

gcaatctgaa ttccttcggc tcttgacatg tttcagcagc ttttacctgc aaggaagaca 
420 

caggatcttt ggaatcaaca tacacatctt ttagaaacga cagcagcttt tcatctttac 
480 

gagcaatctc tcctttaact tctggataga gactaatctg ctctcgcagg aggctgttgg 
540 

tagaggggtg tctgggagcg acagagggct tcatcttgct gatttcccgt tccgctcggt 
600 

tctctaggtt gaaattcctg ataccgcgaa tcactagtgc tcccatctcc tcataacatt 
660 

atgcgctcag gttcaggccg cacgtgggaa caccggcgca ggacaactct cgggacaccc 

720 

ggagc 

725 

<210> 6314 
<211> 175 
<212> PRT 

<213> Homo sapiens 


<400> 6314 


Met 

Gly 

Ala 

Leu 

Val 

lie 

Arg 

Gly 

lie 

Arg 

Asn 

Phe 

Asn 

Leu 

Glu 

Asn 

1 




5 





10 





15 


Arg 

Ala 

Glu 

Arg 

Glu 

lie 

Ser 

Lys 

Met 

Lys 

Pro 

Ser 

Val 

Ala 

Pro 

Arg 




20 





25 





30 



His 

Pro 

Ser 

Thr 

Asn 

Ser 

Leu 

Leu 

Arg 

Glu 

Gin 

lie 

Ser 

Leu Tyr 

Pro 



35 





40 





45 




Glu 

val 

Lys 

Gly 

Glu 

lie 

Ala 

Arg 

Lys 

Asp 

Glu 

Lys 

Leu 

Leu 

Ser 

Phe 


50 





55 





60 





Leu 

Lys 

Asp 

Val 

Tyr 

Val 

Asp 

Ser 

Lys 

Asp 

Pro 

Val 

Ser 

Ser 

Leu 

Gin 

65 





70 





75 





80 

Val 

Lys 

Ala 

Ala 

Glu 

Thr 

Cys 

Gin 

Glu 

Pro 

Lys 

Glu 

Phe 

Arg 

Leu 

Pro 





85 





90 





95 


Lys 

Asp 

His 

His 

Phe 

Asp 

Met 

lie 

Asn 

lie 

Lys 

Ser 

lie 

Pro Lys 

Gly 




100 





105 





110 



Lys 

He 

Ser 

lie 

Val 

Glu 

Ala 

Leu 

Thr 

Leu 

Leu 

Asn 

Asn 

His 

Lys 

Leu 



115 





120 





125 




Phe 

Pro 

Glu 

Thr 

Trp 

Thr 

Ala 

Glu 

Lys 

lie 

Met 

Gin 

Glu 

Tyr Gin 

Leu 


130 





135 





140 





Glu 

Gin 

Lys 

Asp 

Val 

Asn 

Ser 

Leu 

Leu 

Lys 

Tyr 

Phe 

Val 

Thr 

Phe 

Glu 

145 





150 





155 





160 

Val 

Glu 

lie 

Phe 

Pro 

Pro 

Glu 

Asp 

Lys 

Lys 

Ala 

lie 

Arg 

Ser 

Lys 






165 





170 





175 
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<210> 6315 
<211> 378 
<212> DNA 
<213> Homo sapiens 

<400> 6315 

caagaatcca ttgaagccag caagactgca ctttgtcctg aaagatttgt acccctaagt 
60 

gctcaaaaca gaaaacttgt ggaggccata aaacaaggtc acattcctga gctccaggag 
120 

tatgtaaaat ataaatatgc aatggatgaa gctgatgaaa aaggatggtt tccattgcat 
180 

gaagctgttg ttcaacccat tcaacaaata cttgagattg ttctggatgc atcctataag 
240 

acactctggg aattcaagac ctgtgatgga gaaacaccct tgactttggc agtcaaagct 
300 

ggtctggtgg aaaatgtaag aactttatta gaaaagggag tgtggcccaa cacaaaaaat 
360 

gataaaggag agaccccc 
378 

<210> 6316 

<211> 126 

<212> PRT 

<213> Homo sapiens 

<400> 6316 


Gin Glu 

Ser 

lie 

Glu 

Ala 

Ser 

Lys 

Thr 

Ala 

Leu 

Cys 

Pro 

Glu 

Arg 

Phe 

1 



5 





10 





15 


Val Pro 

Leu 

Ser 

Ala 

Gin 

Asn 

Arg 

Lys 

Leu 

val 

Glu 

Ala 

lie 

Lys 

Gin 



20 





25 





30 



Gly His 

He 

Pro 

Glu 

Leu 

Gin 

Glu 

Tyr 

Val 

Lys 

Tyr 

Lys 

Tyr 

Ala 

Met 


35 





40 





45 




Asp Glu 

Ala 

Asp 

Glu 

Lys Gly 

Trp 

Phe 

Pro 

Leu 

His 

Glu 

Ala 

Val 

Val 

50 





55 





60 





Gin Pro 

lie 

Gin 

Gin 

lie 

Leu 

Glu 

lie 

Val 

Leu Asp 

Ala 

Ser 

Tyr 

Lys 

65 




70 





75 





80 

Thr Leu 

Trp 

Glu 

Phe 

Lys 

Thr 

Cys 

Asp 

Gly 

Glu 

Thr 

Pro 

Leu 

Thr 

Leu 




85 





90 





95 


Ala Val 

Lys 

Ala 

Gly 

Leu 

Val 

Glu 

Asn 

Val 

Arg 

Thr 

Leu 

Leu 

Glu 

Lys 



100 





105 





110 



Gly Val 

Trp 

Pro 

Asn 

Thr 

Lys 

Asn 

Asp 

Lys 

Gly Glu 

Thr 

Pro 




115 





120 





125 





<210> 6317 
< 211 > 1201 
<212> DNA 
<213> Homo sapiens 

<400> 6317 

aactacaact ctgcagcgaa agatagagat gcccttgaaa atgtgtcaca 

60 

ttcttaagat gtcttgccga agtagcaaga gcggagggtg actgtgtgag caggagcgag 
120 
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agggcgccag 

180 

ctcctgcggg ggaggttcct 

actgcgcgcc 

ccaccctgtg 

caagaatgtc 

aggctttagg 

240 

gcagctgcca 

taggccccag 

gggcatcagg 

actctgcctc 

tgaaccagag 

ctgctttccc 

300 

gactaacttc aatctggaga 

gatggtaagt 

tatctaaccg gctcttcttt 

tggcgagact 

360 

gctctttctc 

cttaatcaga gccccccatg 

ccctttgcag 

ctcagagtcg 

tcttcctcag 

420 

cgccaggcac 

cctgtgatcc 

actttcttcg 

tattcttttc 

tttggtcttg 

ggtgcagttc 

480 

ctaggcgagt 

ccataaatta 

cctgatttct 

tctcccgagt 

atcggcgtag 

aggcctttac 

540 

tatcctgcct 

gggaacacct 

agcctactat 

gcacatcaga 

agagggctct 

ctccgaacga 

600 

cggggttact 

actaaaagcc 

ttttccggag 

aatgtggtct 

ttttcctaac 

cgctggcgta 

660 

tatctgattt 

agtactgctg 

actggtggcc 

gtggacggga 

gtgctgacgt 

ttctcatcta 

720 

atagatgtcg 

gacatctgca 

aatttctcag 

gtggtaattt 

gttaccaatt 

cggtttttga 

780 

tattgcttga 

agatacacta 

tctgccctca 

tggagttcct 

aatatttttc 

aactgagatt 

840 

ccacttcgtc 

agcatacata 

gtcattttca 

tgcttttctt 

tggtgaaggc 

gtggaaatca 

900 

ttttcagttc 

tagatcatag 

tccatttcat 

ctgagtctga 

gctgctggca 

ctggatcgtc 

960 

tagacgcgct 

ccgctcccgg ggctgcttga 

gagccgggag 

ctcctcgtgg 

tactctacca 

1020 

ccactctgtc 

atctgcatcc 

atgtcctggt 

cttcttcttc 

ctcttcctct 

tcctcctcct 

1080 

cctcctcttc 

ctcctcttca 

atgggttcct 

cgggaacatt 

cactagccca 

gaatgtcgat 

1140 

gtttatacga 

cgtcaagcca 

acgtcatccc 

caatcagggc 

tctcttcttg 

atcacgtccc 

1200 

gctgaatacg 

acgggaatga 

tatcttcgct 

tccatgaatt 

gctaagaatt 


c 

1201 


<210> 6318 
<211> 94 
<212> PRT 

<213 > Homo sapiens 


<400> 6318 


Ser 

lie 

Ser 

Ser 

Glu 

Ser 

Glu 

Leu 

Leu 

Ala 

Leu 

Asp 

Arg 

Leu 

Asp 

Ala 

1 




5 





10 





15 


Leu Arg 

Ser 

Arg 

Gly 

Cys 

Leu 

Arg 

Ala Gly 

Ser 

Ser 

Ser 

Trp 

Tyr 

Ser 




20 





25 





30 



Thr 

Thr 

Thr 

Leu 

Ser 

Ser 

Ala 

Ser 

Met 

Ser 

Trp 

Ser 

Ser 

Ser 

Ser 

Ser 



35 





40 





45 




Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Ser 

Met 

Gly 

Ser 

Ser 


50 





55 





60 





Gly 

Thr 

Phe 

Thr 

Ser 

Pro 

Glu 

Cys 

Arg 

Cys 

Leu 

Tyr 

Asp 

Val 

Lys 

Pro 
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65 70 75 80 

Thr Ser Ser Pro lie Arg Ala Leu Phe Leu lie Thr Ser Arg 
85 90 

<210> 6319 

<211> 345 

<212> DNA 

<213 > Homo sapiens 

<400> 6319 

gcgccgccgc tgtgggccgc ctccgcagcc ggccacctgg acgtggtgcg gagcctgctg 
60 

cgccgcgggg cctcggtgaa ccgcaccacg cgcaccaact ccacgcctct ccgcgccgcc 
120 

tgcttcgacg gccacctgga ggtggtgcgc tacctggtcg gcgagcacca ggccgacctg 
180 

gaggtggcca accggcacgg ccacacgtgc ctcatgatct cgtgctacaa gggccaccgt 
240 . 

gagatcgccc gctacctgct ggagcagggc gcccaggtga accggcgcag cgccaagggc 
300 

aacacggccc tgcatgactg cgccgagtcc ggcagcctgg agate 
345 

<210> 6320 
<211> 115 
<212 > PRT 

<213 > Homo sapiens 
<400> 6320 


Ala 

Pro 

Pro 

Leu 

Trp 

Ala 

Ala 

Ser 

Ala 

Ala 

Gly His 

Leu Asp 

Val 

Val 

1 




5 





10 





15 


Arg 

Ser 

Leu 

Leu 

Arg 

Arg 

Gly 

Ala 

Ser 

Val 

Asn 

Arg Thr 

Thr 

Arg 

Thr 




20 





25 





30 



Asn 

Ser 

Thr 

Pro 

Leu 

Arg 

Ala 

Ala 

Cys 

Phe 

Asp 

Gly His 

Leu 

Glu 

Val 



35 





40 





45 




Val 

Arg 

Tyr 

Leu 

Val 

Gly 

Glu 

His 

Gin 

Ala 

Asp 

Leu 

Glu 

Val 

Ala 

Asn 


50 





55 





60 





Arg 

His 

Gly 

His 

Thr 

Cys 

Leu 

Met 

lie 

Ser 

Cys 

Tyr 

Lys 

Gly 

His 

Arg 

65 





70 





75 





80 

Glu 

He 

Ala 

Arg 

Tyr 

Leu 

Leu 

Glu 

Gin 

Gly 

Ala 

Gin 

Val 

Asn 

Arg 

Arg 





85 





90 





95 


Ser 

Ala 

Lys 

Gly 

Asn 

Thr 

Ala 

Leu 

His 

Asp 

Cys 

Ala 

Glu 

Ser 

Gly 

Ser 




100 





105 





110 



Leu 

Glu 

lie 
















115 















<210> 6321 

<211> 1442 

<212> DNA 

<213> Homo sapiens 

<400 > 6321 

aagctttgcc agagtggttt ggctacagtc agetetteta caggaagtgg cattttccac 
60 
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ttgtgaaacg gtaggtcatt 
120 

cctggcccag gccctgccca 
180 

ccttcactct aaggaaccct 
240 

ttgtgtacaa actagctctg 
300 

gttctttaag tttctcacac 
360 

caacctggct ttccaggtgg 
420 

acaacgccca tgtcccaatt 
480 

tgtcagtgtg tgatgtggcc 
540 

caacggggga ctccccaccc 
600 

aagaagaagg tggcttggct 
660 

tctgacaggt actggattca 
720 

cagagttcag gaagacgtcc 
780 

ccagcatgtc cacgttcact 
840 

caatctgcag gtagccagtg 
900 

caaaaaactt ctgccgctcc 
960 

tctgggcgtg ctctgcatct 
1020 

gagatgacat ggatgtgaga 
1080 

gcctccagtt accaggcagc 
1140 

tgaggctgaa gccagaagca 
1200 

gctgatggct taagcagata 
1260 

ctctcagggg ctctagtgtg 
1320 

ctcaaaatgg aggggaggga 
1380 

gtacaaagat gctttagtaa 

1440 

ta 

1442 

<210> 6322 
<211> 196 
<212> PRT 

<213> Homo sapiens 


ccctgcctca tgcagaactc 
catgcaacct cccggggtgg 
gagttacagt ggccttaagg 
tgcgctctca gtttaccgtc 
attattggca attatgtaaa 
aattccgcat acagccaaaa 
taagagtcgc tgtcctcacc 
agggcagtgt ccacctgaac 
tcactgatgt cccgggtggc 
cttaattctg agggatttgg 
ggccctaagg cgggggacag 
agggcctcct ggtccgatat 
tccatggatg acatgctgcc 
gacaggtact gctgctccat 
ttcagcttca tttgctgggt 
agttcagagg gatccctctg 
cctgaatgag tgaacagaag 
tgccctcacg tgcatcttct 
ggtttttcca aagaaattgt 
tacattggaa tctactgcct 
caaagatgta tgcaccggtc 
aggctgaaaa taactaaatc 
cacagcaaaa gagagatgaa 


agccctgtgg agctccacca 
ccctcaatga cctgcacgtc 
acatgtgtat ttagaagcct 
ctcacacttt attgttagct 
aatcaagaac ctctataaaa 
ctggattcca gtgtggccag 
accatccgga gtggcctctc 
ttcctcctca tcggactgaa 
cgagtcggtg caggtggagg 
aacctggagg gtaatctcat 
cacagtgttc tcttctcctc 
gtccatcagg tccatctgct 
tatgggctct cgccgctctg 
gtcctgctgg aaggcttcct 
gtgctccatt tccaggacct 
actattttcg gtgagtcctg 
ctcagtgctg gtcaagtgaa 
gggatgtaga acaaaggaag 
agtaagccta ttagtttttt 
ctataaaagc aaaatgcaag 
tgggaccata ccaaatgcag 
caacagaatt tgtcatctag 
atcttgctgt ttgaaagtag 
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< 400 > 6322 

Met Ser Ser Pro Gly Leu Thr Glu 
1 5 

Leu Asp Ala Glu His Ala Gin Lys 
20 

Gin Met Lys Leu Lys Glu Arg Gin 
35 40 

Gin Asp Met Glu Gin Gin Tyr Leu 
50 55 

Glu Arg Arg Glu Pro lie Gly Ser 
65 70 

Asp Met Leu Glu Gin Met Asp Leu 
85 

Leu Asp Val Phe Leu Asn Ser Gly 
100 

Pro Ala Leu Gly Pro Glu Ser Ser 
115 120 

Gin Val Pro Asn Pro Ser Glu Leu 
130 135 

Ser Thr Cys Thr Asp Ser Ala Thr 
145 150 

Ser Pro Val Val Gin Ser Asp Glu 
165 

Leu Ala Thr Ser His Thr Asp Arg 
100 

Asp Ser Asp Ser 
195 


Asn Ser Gin Arg Asp Pro Ser Glu 
10 15 

Val Leu Glu Met Glu His Thr Gin 
25 30 

Lys Phe Phe Glu Glu Ala Phe Gin 
45 

Ser Thr Gly Tyr Leu Gin lie Ala 
60 

Met Ser Ser Met Glu Val Asn Val 
75 80 

Met Asp lie Ser Asp Gin Glu Ala 
90 95 

Gly Glu Glu Asn Thr Val Leu Ser 
105 110 

Thr Cys Gin Asn Glu lie Thr Leu 
125 

Arg Ala Lys Pro Pro Ser Ser Ser 
140 

Arg Asp lie Ser Glu Gly Gly Glu 
155 160 

Glu Glu Val Gin Val Asp Thr Ala 
170 175 

Glu Ala Thr Pro Asp Gly Gly Glu 
185 190 
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What is claimed is: 

1 . An isolated nucleic acid molecule encoding a polypeptide comprising an amim 
acid sequence that is at least 85% identical to a polypeptide including an amino acid sequence 
selected from the group consisting of SEQ ID NO:2n, wherein n is any integer 1-3161, or the 
complement thereof. 

2. The isolated nucleic acid molecule of claim 1, said molecule hybridizing undei 
stringent conditions to a nucleic acid sequence complementary to a nucleic acid molecule 
comprising the sequence of nucleotides selected from the group consisting of SEQ ID NO:2/7- 
wherein n is any integer 1-3161, or the complement thereof. 

3. The isolated nucleic acid molecule of claim 1, said molecule encoding a 
polypeptide comprising the amino acid sequence selected from the group consisting of SEQ I! 
NO: 2 /j, wherein n is any integer 1-3161, or an amino acid sequence comprising one or more 
conservative substitutions in the amino acid sequence selected from the group consisting of SI 
ID NO: 2 n. 

4. The isolated nucleic acid molecule of claim 1, wherein said molecule encodes ; 
polypeptide comprising the amino acid sequence selected from the group consisting of SEQ II 
NO: 2 n, wherein n is any integer 1-3161. 

5. The isolated nucleic acid molecule of claim 1, wherein said molecule comprise 
the sequence of nucleotides selected from the group consisting of SEQ ID NO:2w-l, wherein / 
any integer 1-3161, or the complement thereof. 

6. An oligonucleotide less than 100 nucleotides in length and comprising at least ' 
contiguous nucleotides selected from the group consisting of SEQ ID NO:2«-l, wherein n is a 
integer 1 -3 1 6 1 , or the complement thereof. 

7. A vector comprising the nucleic acid molecule of claim 1 . 
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8. The vector of claim 7, wherein said vector is an expression vector. 

9 A host cell comprising the isolated nucleic acid molecule of claim 1 . 

10. A substantially purified polypeptide comprising an amino acid sequence at least 
80% identical to a polypeptide comprising the amino acid sequence selected from the group 
consisting of SEQ ID NO: 2 n, wherein n is any integer 1-3161. 

1 1. The polypeptide of claim 10, wherein said polypeptide comprises the amino acid 
sequence selected from the group consisting of SEQ ID NO: 2 n, wherein n is any integer 1-3161. 

1 2. An antibody that selectively binds to the polypeptide of claim 1 0. 

13. A pharmaceutical composition comprising a therapeutically or prophylactically 
effective amount of a therapeutic selected from the group consisting of: 

a) the nucleic acid of claim 1 ; 

b) the polypeptide of claim 10; and 

c) the antibody of claim 12; 

and a pharmaceutically acceptable carrier. 

14. A kit comprising in one or more containers, a therapeutically or prophylactically 
effective amount of the pharmaceutical composition of claim 13. 

15. A method of producing the polypeptide of claim 10, said method comprising 
culturing the host cell of claim 9 under conditions in which the nucleic acid molecule is 
expressed. 

16. A method of detecting the presence of the polypeptide of claim 10 in a sample, 
comprising contacting the sample with a compound that selectively binds to said polypeptide 
under conditions allowing the formation of a complex between said polypeptide and said 
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compound, and detecting said complex, if present, thereby identifying said polypeptide in said 
sample. 


17. A method of detecting the presence of a nucleic acid molecule of claim 1 in a 
sample, the method comprising contacting the sample with a nucleic acid probe or primer that 
selectively binds to the nucleic acid molecule and determining whether the nucleic acid probe c 
primer bound to the nucleic acid molecule of claim 1 is present in the sample. 

18. A method for modulating the activity of the polypeptide of claim 10, the methoc 
comprising contacting a cell sample comprising the polypeptide of claim 10 with a compound 
that binds to said polypeptide in an amount sufficient to modulate the activity of the polypeptid 

19. The use of a therapeutic in the manufacture of a medicament for treating a 
syndrome associated with a ORFX-associated disorder, wherein said therapeutic is selected fro 
the group consisting of: 

a) the nucleic acid of claim 1 ; 

b) the polypeptide of claim 10; and 

c) the antibody of claim 12. 

20. A method for screening for a modulator of activity or of latency or predispositio 
to an ORFX-associated disorder, said method comprising: 

a) contacting a test compound with the polypeptide of claim 1 0; and 

b) determining if said test compound binds to said polypeptide, 

wherein binding of said test compound to said polypeptide indicates the test compound is a 
modulator of activity or of latency or predisposition to an ORFX-associated disorder. 

21 . A method for screening for a modulator of activity or of latency or predispositio: 
to an ORFX-associated disorder, said method comprising: 

a) administering a test compound to a test subject at an increased risk ORFX- 
associated disorder, wherein said test subject recombinantly expresses a 
polypeptide encoded by the nucleotide of claim 1; 
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b) measuring expression the activity of said protein in said test subject; 

c) measuring the activity of said protein in a control subject that recombinantly 
expresses said protein and is not at increased risk for an ORFX-associated 
disorder; and 

d) comparing expression of said protein in said test subject and said control subject, 
wherein a change in the activity of said protein in said test subject relative to said 
control subject indicates the test compound is a modulator or of latency of 
predispostition to an ORFX-associated disorder. 

22. The method of claim 20, wherein said test animal is a recombinant test animal 
that expresses a test protein transgene or expresses said transgene under the control of a promoter 
at an increased level relative to a wild-type test animal, and wherein said promoter is not the 
native gene promoter of said transgene. 

23. A method for determining the presence of or predisposition to a disease associated 
with altered levels of a polypeptide of claim 1 1 in a subject, the method comprising: 

a) measuring the amount of the polypeptide in a sample from said subject; and 

b) comparing the amount of said polypeptide in step (a) to the amount of the 
polypeptide present in a control sample, 

wherein an alteration in the level of the polypeptide in step (a) as compared to the control 
sample indicates the presence of or predisposition to a disease in said subject. 

24. The method of claim 23, wherein said subject is a human. 

25. A method for determining the presence of or predisposition to a disease associated 
with altered levels the nucleic acid molecule of claim 1 in a subject, the method comprising: 

a) measuring the amount of the nucleic acid in a sample from the mammalian 
subject; and 

b) comparing the amount of said nucleic acid in step (a) to the amount of the nucleic 
acid present in a control sample. 
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wherein an alteration in the level of the nucleic acid in step (a) as compared to the coi 
sample indicates the presence of or predisposition to said disease in said subject. 

26. The method of claim 25, wherein said subject is a human. 

27. A method of treating or preventing a pathological condition associated with at 
ORFX-associated disorder in a subject, the method comprising administering to said subject 
polypeptide of claim 10 in an amount sufficient to alleviate or prevent said pathological 
condition. 

28. The method of claim 27, wherein said subject is a human. 

29. A method of treating or preventing a pathological condition associated with at 
ORFX-associated disorder in a subject, the method comprising administering to said subject 
nucleic acid molecule of claim 1 in an amount sufficient to alleviate or prevent said patholog: 
condition. 

30. The method of claim 29, wherein said subject is a human. 

31. A method of treating or preventing a pathological condition associated with ar 
ORFX-associated disorder in a subject, the method comprising administering to said subject i 
antibody of claim 12 in an amount sufficient to alleviate or prevent said pathological conditio 

32. The method of claim 3 1 , wherein said subject is a human. 
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